ABSTRACT. Deep transcriptome sequencing allows for the acquisition of large-scale microsatellite information, and it is especially useful for genetic diversity analysis and mapping in plants without reference genome sequences. In this study, a total of 14,004 simple sequence repeats (SSRs) were mined from 10,511 unigenes screening of 63,608 nonredundant transcriptome unigenes in loquat (Eriobotrya japonica) with a frequency of 22 SSR loci distributed over 100 unigenes. Dinucleotide and trinucleotide repeat SSRs were dominant, accounting for 20.62%, and 42.1% of the total, respectively. Seventy primer pairs were designed from partial SSRs and used for polymerase chain reaction (PCR) amplification. Of these primer pairs, 54 exhibited amplification and 33 were polymorphic. The number of alleles at these loci ranged from two to 17, and the polymorphism information content values ranged from 0.24 to 0.89. We tested the transferability of 33 SSR polymorphic primer pairs in apple and pear, and the transferability rates in these two species were 90.9% and 87.9%, respectively. A high level of marker polymorphism was observed in apple [Malus ·domestica (66.7%)], whereas a low level was observed in pear [Pyrus sp. (51.5%)]. In addition, the PCR products from seven SSR primer pairs were selected for sequence analysis, and 89.2% of the fragments were found to contain SSRs. SSR motifs were conserved among loquat, apple, and pear. According to our sequencing results for real SSR loci, ' '12,490 SSR loci were present in these loquat unigenes. The cluster dendrogram showed a distinct separation into different groups for these three species, indicating that these SSR markers were useful in the evaluation of genetic relationships and diversity between and within the species of Maloideae in the Rosaceae. The results of our identified SSRs should be useful for genetic linkage map construction, quantitative trait locus mapping, and molecular marker-assisted breeding of loquat and related species.
Loquat belongs to the family Rosaceae and is an important evergreen fruit crop native to south-central China (Gisbert et al., 2009a (Gisbert et al., , 2009b . It has become popular with consumers because of its sweet and edible fruit (Lin et al., 2004) , which can be sorted into red-and white-fleshed cultivars (Fu et al., 2012) . Over 300 cultivars have been recorded and preserved, most of which are landraces with high genetic diversity (Qiu and Zhang, 1996) . To more efficiently use these abundant loquat germplasm resources in genetic breeding, they must be evaluated and identified using efficient molecular methods.
Microsatellites or SSR are 1-to 6-bp DNA regions repeated in tandem that are ubiquitous in both prokaryotes and eukaryotes (Gao et al., 2013) . As a result, SSRs are simple and efficient markers useful in the analysis of codominance and highly polymorphic lines. SSRs have been used extensively in genetic diversity assessments (Li et al., 2010a) , cultivar fingerprinting (Wang et al., 2011) , marker-assisted breeding (Gutiérrez et al., 2011) , and diversity and linkage map construction studies (Chen et al., 2006; Pazos-Navarro et al., 2011) . As a result of the lack of genomic information for most non-model plant species, it is expensive and labor-intensive to develop traditional SSRs from genomic DNA library screening (Temnykh et al., 2001) . With the development of next-generation sequencing in transcriptomics, creating transcriptome-level sequence collections has become much more cost-effective. A wealth of genic SSRs, single nucleotide polymorphism, and other genetic markers have been identified and developed for non-model plant species (Li et al., 2013c (Li et al., , 2013d Mardis, 2008; Zhang et al., 2012a) . In comparison with genomic SSR markers, genic SSR markers are based on expressed sequences from coding regions and are potentially tightly linked with functional genes that control important phenotypic characteristics (Ramchiary et al., 2011) . Genic SSRs derived from transcriptome or expressed sequence tag (EST) sequences have been widely mined and applied in molecular biology studies for numerous fruit tree species such as pomegranate [Punica granatum (Ono et al., 2011) ], litchi [Litchi chinensis (Li et al., 2013a) ], highbush blueberry [Vaccinium corymbosum (Rowland et al., 2012) ], peach [Prunus persica (Wang et al., 2013) , pear [Pyrus pyrifolia (Yue et al., 2014) ], and Nules clementine [Citrus clementina (Luro et al., 2008) ], but they have not been developed from the loquat transcriptome.
Genic SSRs can also be developed from the data for ESTs (Bouck and Vision, 2006) . However, only four loquat ESTs have been submitted to GenBank (as of 1 Jan. 2014), indicating a lack of development of EST-SSR markers in the species. Most of the EST-SSRs used in loquat genetic diversity studies have been derived from apple (Li et al., 2013b) . To address this knowledge gap, we report the first development of genic SSR markers based on loquat transcriptome sequences obtained in our laboratory, which provides a valuable resource to complement SSR collections. The detailed information on the transcriptome will be described elsewhere. The aim of this study was to explore the SSR loci of transcriptome sequences in loquat, analyze their distribution regularity, and design primers to test the authenticity and identify the transferability of these SSR loci in other Maloideae species of the Rosaceae. These results will prove very useful for the evaluation of genetic diversity, cultivar identification, and marker-assisted selection in future research.
Materials and Methods
PLANT MATERIALS. A total of 33 accessions were used for the development and transferability testing of genic SSR markers in this study. Young leaf samples of 13 loquats and 10 pear cultivars (Table 1) were collected from the Loquat and Pear Germplasm Resources Garden (Yangdu Agricultural Research Station, Institute of Horticulture, Zhejiang Academy of Agricultural Sciences, Hangzhou, P.R. China). Young leaf samples of 10 apple cultivars were collected from the National Germplasm Resources Garden of Apple (Zhengzhou Academy of Agricultural Sciences, Zhengzhou, P.R. China). The names of the cultivars are listed in Table 1 .
DNA ISOLATION. Genomic DNA for each cultivar was isolated from young leaves using the DNeasy Plant Mini Kit (Qiagen, Valencia, CA) according to the manufacturer ' s recommendations. DNA concentrations were quantified using a spectrophotometer (U-0080D; Hitachi High-Technologies Corp., Tokyo, Japan), and subsamples were run on 1% agarose gels to test for sample integrity (data not shown). All samples were stored at -80°C until further use.
MINING OF SSR BASED ON THE TRANSCRIPTOME DATA SET. A total of 63,608 unigenes were obtained from the 'Ninghaibai' loquat fruit transcriptome acquired in our laboratory (unpublished data) . The genic SSR loci in the loquat fruit transcriptome were searched from the unigenes using MISA (Thiel et al., 2003) , a Perl script able to detect both perfect and compound microsatellites in nucleotide sequences. Compound microsatellites were defined as repeats interrupted by a nonrepetitive sequence of a maximum 50 nucleotides. MISA was set with the following minimum length criteria for the extraction of repeated units (unit size/minimum number of repeats): at least six dinucleotides (2/6), at least five trinucleotides (3/5), three tetranucleotides (4/3), three pentanucleotides (5/3), and three hexanucleotides (6/3). To reduce the errors caused by the parameter set, we reduced the necessary repetitions of the dinucleotide through pentanucleotide motifs, according to previous work conducted by Jung et al. (2005) and Poncet et al. (2006) . Sequences containing corresponding repeat units were selected for marker development.
SSR PRIMER DESIGN. Primers for genic SSRs in the microsatellite sequences were designed using Primer3 (Rozen and Skaletsky, 2000) based on the following core criteria: a guaninecytosine (GC) content between 40% and 60% with an optimum value of 50%; an annealing temperature between 54 and 63°C; a minimum product length of 100 bp; and a primer length of 18 to 24 nucleotides. Product sizes ranged between 150 and 350 bp. Primers were synthesized by Shanghai Jierui Co. (Shanghai, P.R. China). The sequences for SSR primer design were shown in supplementary file.
PCR AMPLIFICATION AND GEL ELECTROPHORESIS. PCR amplification reactions were performed using a Biometra Authorized Thermal Cycler (An Analytik Jena Co., Thuringia, Germany) and conducted in a total volume of 30 mL containing 30 ng template DNA, 30 mmol each primer, 15 mL 2 · Taq mix, and double-distilled (dd) H 2 O to reach the total volume. PCR conditions were as follows: 94°C for 5 min followed by 40 cycles of 94°C for 30 s, 50°C to 60°C for 40 s, and 72°C for Changjin20shiji Pyrus 1 min and a final extension step at 72°C for 10 min. To control the PCR product integrity, a 5-mL aliquot was visualized on a 1.5% agarose gel. The remaining reaction was run on a 6% polyacrylamide gel according to the specifications outlined in Li et al. (2013b) and then stained with 2% silver nitrate according to Bassam et al. (1991) . The stained gels were photographed in white light.
CROSS-SPECIES AMPLIFICATION.
To assess the transferability of our SSR markers, we tested their amplification in two other Rosaceae species: apple and pear. The PCR amplification reactions were performed like in the previously described protocols.
FRAGMENT RECOVERY AND SEQUENCING. The target fragments obtained from the acrylamide gels were cut, washed twice in 1 mL ddH 2 O, and recovered according to Li et al. (2013b) . The PCR conditions were performed as described previously, but only single-specific fragments detected on the agarose gels were cut. Further recovery was conducted using the DNA gel extraction kit produced by Shanghai Songon Biotech Co. (Shanghai, China), and sequencing was also conducted by Shanghai Songon Biotech Co.
DATA COLLECTION AND ANALYSIS. The following parameters were estimated from the microsatellite marker data: number of alleles per locus: expected heterozygosity [He = 1 -Spi 2 , where pi is the frequency of the i th allele (Nei, 1973) ] and observed heterozygosity (Ho, calculated as the number of heterozygous genotypes divided by the total number of genotypes). According to the presence or absence of bands on the polyacrylamide gel, the same electrophoretic banding patterns were recorded as 1, whereas other patterns were recorded as 0. The polymorphism data were entered into Excel (Microsoft Inc., Redmond, WA) for cluster analysis using NYSYS-pc software (Rohlf, 2005) , and a dendrogram was generated for the analysis of genetic relationships and diversity among the cultivars of loquat, apple, and pear. SSR loci recovered from the polyacrylamide gels were checked using SSRIT software (da Maia et al., 2008) . SEQUENCES. In this study, MISA was used to identify SSR markers in the unique sequences. From the 63,608 sequences examined in the present study, representing a total size of 48,295,300 bp, 14,004 SSRs were identified in 10,511 sequences for a frequency of 22 SSR loci distributed over 100 unigenes. The distribution density represents one SSR locus for every 3.45 kb (kb/SSR). A total of 6754 sequences contained only one SSR, whereas 2544 sequences contained more than one SSR locus; 1213 SSR loci were present in compound formation. This result indicated that SSRs were quite abundant in the loquat transcriptome sequences ( Table 2) .
Results

DISTRIBUTION, FREQUENCY, AND CHARACTERISTICS OF SSR
The composition of SSRs was as follows: 2887 (20.62%) dinucleotides, 5896 (42.1%) trinucleotides, 2161 (15.43%) tetranucleotides, 622 (4.44%) pentanucleotides, and 850 (6.07%) hexanucleotides (Table 3 ). The most abundant motifs among the dinucleotides and trinucleotides were AG/CT and AAG/CTT with frequencies of 85.9% and 22.17%, respectively. The highest frequency tetranucleotide motif was AAAG/ CTTT with a frequency of 13.98%. There were 93 kinds of pentanucleotide motif with AAAAG/CTTTT comprising 8.53%. The most predominant hexanucleotide motif was AGAGGG/CCCTCT (3.06%) followed by AAGAGG/ CCTTCT (2.71%).
LENGTH DISTRIBUTION AND LOCATION OF SSR MOTIFS. The length of the microsatellite sequences ranged from 10 to 25 bases. Significant variation occurred in the length of the sequences, which deviated from the normal distribution. The most frequent microsatellite repeat length range was between 10 and 15 bp ( Fig. 1) , whereas the second most frequent range was between 13 and 16 bp. Only nine (0.06%) of the sequences were longer than 30 bp. A negative correlation existed between abundance, variation, rate and microsatellite length (Fig. 1) . Moreover, most dinucleotide and hexanucleotide motifs were found in noncoding regions, whereas trinucleotide, tetranucleotide, and pentanucleotide motifs occurred more frequently in the coding regions.
IDENTIFICATION AND POLYMORPHISM ANALYSIS OF SSR LOCI. Of the 70 SSR primer pairs, 54 (77.1%) generated clear DNA banding patterns with the expected size, and 33 SSR primers amplified polymorphic PCR products (Table 4 ). Figure 2 shows 510 Table 4 . Details of 33 high polymorphism genic simple sequence repeat primer and statistical parameters including number of amplification bands, polymorphic bands, polymorphisms, polymorphism information content (PIC), hetereozygosity observed (Ho), and expected heterozygosity (He) values among loquat cultivars.
Primer no. representative polyacrylamide gels amplified with primer pairs 4297 and 8296, respectively. A total of 248 alleles were obtained from the accessions, representing an average of 7.5 alleles per SSR marker and 243 (97.9%) of them were polymorphic bands. The number of alleles obtained for each primer ranged between two and 17. The polymorphic information content ranged from 0.24 to 0.89 with an average of 0.52, indicating that the SSRs developed in this study had high discriminatory power. The Ho value (heterozygosity) ranged from 0.03 to 0.94 with an average of 0.55, and the He value (expected heterozygosity) ranged from 0.11 to 0.88 with an average of 0.59 (Table 4) . TRANSFERABILITY OF SSR MARKERS. To test the interspecific transferability of these SSR markers in apple and pear, which belong to the same subfamily (Maloideae) as loquat, PCR amplification was conducted in 10 apple and 10 pear cultivars. Clear DNA fingerprints were obtained from the PCR amplification of apple and pear DNA using the loquat SSR primers as seen in the polyacrylamide gels of the SSR bands amplified by the primer pairs 4297 and 8296 (Fig. 2) . Of the primer pairs, 30 produced the anticipated SSR bands in apple and 29 in pear, representing transferability rates of 90.9% and 87.9%, respectively. A high level of marker polymorphism was observed in apple (66.7%), whereas a low rate was seen in pear (51.5%). This result indicated that the SSR primers derived from loquat had a high generality among Maloideae species. SEQUENCE CHARACTERISTIC OF PCR PRODUCTS. Polyacrylamide fragments from seven primer pairs (254, 267, 3842, 4181, 5855, 7028, and 8296) were selected for further sequence analysis. Analysis of the 43 fragments indicated that 37 (88%) were successfully recovered and sequenced, of which four fragments contained no repeat motif and 33 expressed SSR loci, representing a rate of 89.2% (Table 5 ). According to our sequencing results for real SSR loci, 12,490 SSR loci are found in the loquat unigenes, but the SSR motifs were only partly conserved between loquat, apple, and pear. The majority of SSR markers developed from transcription sequences in this study contained real SSR loci. More than 50% of the PCR products obtained from apple and pear had different sizes than were expected. Most of the repeat fragment motifs were different from those of the loquat cultivars. These observed differences may the result of genetic divergence among the species (Table 5) . The results also showed that different cultivars can share the same allele: sample Nos. 7, 8, and 9 were amplified from the three loquat cultivars Gangbeihongsha, Changhong 3, and Tianzhong, respectively. Compared with the original sequences, the identity values were more than 90%. Moreover, for the primer pair 5855, six sequences were recovered from three loquat and three pear cultivars; all cultivars shared the same allele, but the identity was lower in pear. Interestingly, different fragment sizes could be amplified from the same cultivar that contained the same repeating unit. For example, Nos. 22 and 23, the fragments derived from primer 5855 in the pear cultivar Qingxiang, shared the same locus. CLUSTER ANALYSIS. In this study, an analysis of the genetic diversity among the 33 cultivars of loquat, apple, and pear was conducted using the polymorphic alleles obtained from the developed SSR primer pairs. A clustering diagram showed that the coefficients ranged from 0.58 to 0.96, and three major groups were identified at a similarity index of 0.67 (Fig. 3) , which was consistent with the presence of three different species. In addition, a greater genetic relationship was observed between apple and loquat than between loquat and pear. In the loquat group, 13 cultivars were clustered into three subgroups with a high similarity coefficient (0.88). The first and the third loquat subgroups contained white-fleshed cultivars, whereas eight red-fleshed cultivars were clustered into the second subgroup. In the apple group, cultivars with the same geographical distribution such as Huashuai and Huaguan were clustered together with a genetic similarity coefficient of 0.92. In the pear group, all 10 cultivars were clearly separated in Figure 3 . Discussion SSR MARKER FREQUENCY AND DISTRIBUTION IN LOQUAT TRANSCRIPTOME. Genetic SSR markers are widely applied in diversity analysis, plant cultivar identification, and the construction of genetic linkage maps in population studies (Li et al., 2010b) . As sequencing technology has developed, deep transcriptome sequencing has become a good resource for the development of SSRs because of the enormous amount of generated sequence data (Zheng et al., 2013) . Markers based on transcriptome sequences are useful for the detection of functional variation and gene-associated genetic analysis. Based on the 63,608 nonredundant unigene sequences used in this study, a total of 12,416 SSRs were identified, excluding mononucleotide repeat (Table 2) . This trend is consistent with the results reported for other plant species (Li et al., 2010b; Liang et al., 2009; Luro et al., 2008; Moccia et al., 2009) . In addition, the most abundant dinucleotide and trinucleotide repeat motifs were AG/CT and AGG/CCT, respectively. Similar results have been found in other plant species (An et al., 2009; Jiang et al., 2013; Li et al., 2012; Triwitayakorn et al., 2011) .
Because genic SSR markers belong to gene-rich genome regions, they can be exploited for use in the marker-assisted breeding of loquat. Therefore, the set of genic SSR markers developed in this study represents a promising genomic resource. In addition, the length variation of the SSR motifs in this study showed deviation from the normal distribution, which may be the result of the strong convergence of selection pressures. This hypothesis is consistent with the conclusions drawn from previous microsatellite studies on tea plant (Li et al., 2010a; Wang, 2011) and seabuckthorn [Hippophae rhamnoides (Jain et al., 2014) ]. Furthermore, most dinucleotide and hexanucleotide motifs occurred more frequently in noncoding regions, whereas other motifs were found in the coding regions. This phenomenon was also observed in Cymbidium ensifolium (Li et al., 2013c) .
POLYMORPHISM AND TRANSFERABILITY OF SSR MARKERS. As a result of the sequence conservation of transcribed regions of the genome, a significant portion of the genic SSR primer pairs designed from the transcriptome of a given species is expected to show a high degree of transferability in distantly related species (Moccia et al., 2009 ). The transferability of genic SSR markers over different taxonomic levels has been demonstrated previously (Bory et al., 2008; Zheng et al., 2013) . In our study, SSR primer amplification of the target loquat genomic DNA was comparable to the 60% to 92.2% success rate found in previous studies (Cloutier et al., 2009; Dutta et al., 2011; Rowland et al., 2012; Wei et al., 2011; Zhang et al., 2011) . A total of 33 polymorphic SSR markers were obtained, which was higher than the total in mei [Prunus mume (Li et al., 2010b) and significantly lower than that in Amorphophallus (Zheng et al., 2013) . The transferability of EST-SSRs among different related genera has been reported in many crop plants (Luro et al., 2008; Wang et al., 2011) . The high transferability rate of loquat markers to apple and pear indicate that species in the Maloideae may be more closely related than was previously believed. In this study, the markers from loquat had high transferability rates, 90.9% and 87.9% in apple and pear, respectively, which indicated that the different species in the Maloideae may be Fig. 3 . Dendrogram constructed from 33 cultivars including loquat, apple, pear using polymorphic genic simple sequence repeat (SSR) marker developed in this study. All the cultivars were obviously separated into three groups: cultivars on the top belonged to the loquat group (one to -13), cultivars in the middle belonged to the apple group (24 to 33), and cultivars at the bottom belonged to the pear group (14 to 23).
evolutionarily closely related; the homologous comparison results also confirmed this point. CHARACTERISTICS OF RECOVERED PCR PRODUCTS. In this study, 37 polyacrylamide fragments representing seven primer pairs were successfully recovered, and 89.2% (Table 5 ) of them contained real SSR loci, which was higher than the results obtained in mei (73.08%) and loquat (80%) by Li et al. (2013b) and Shangguan et al. (2010 Shangguan et al. ( , 2011 . It is worthwhile to note that the size ranges of most of sequenced PCR products in apple and pear were different from those observed in loquat, and showing lower identity between this three species, these observed differences may reflect genetic divergence among the genera, which will provide representative information for understanding the characteristics of genetic evolution of the three comparative genomics and phylogenetic relationship among these three species.
CHARACTERISTIC OF ASSESSMENT OF GENETIC RELATIONSHIPS AMONG DIFFERENT SPECIES. Until now, little research has considered the genetic evolution of and diversity among the three Rosaceae species of loquat, apple, and pear using SSR markers. In the loquat group, the similarity values ranged between 0.87 and 0.96, implying that loquat has a rich genetic diversity. It should be noted that 'Zaozhong 6', 'Sengweizaosheng', and 'Jiefangzhong' were clustered in the same subgroup as was consistent with a previous report by He et al. (2011) . 'Sengweizaosheng' and 'Zaozhong 6' were grouped together with a high similarity coefficient of 0.96, which was consistent with the origin of 'Zaozhong 6' as a hybrid between 'Jiefangzhong' and 'Senweizaosheng'. The similarity coefficients of apple ranged from 0.89 to 0.94, whereas those of pear ranged from 0.80 to 0.90. The cultivar classifications between apple and pear groups were generally consistent with the genetic background and original geographic distribution data. It is noteworthy that the cultivar Pingguoli in the pear group, which was introduced from Jilin province of China, had a lower coefficient than the others. These results also indicated that the loquat SSR markers were useful in the evaluation of genetic relationships between and within the Malus or Pyrus species.
Conclusion
To the best of our knowledge, this study represents the first development of SSR markers from RNA-seq in loquat. A total of 14,004 SSR loci was obtained and 70 primer pairs were successfully designed based on the transcriptome sequences, 33 of which were validated and showed high polymorphism in loquat. As a result of the conservation of genic sequences, these markers had a higher transferability across species, indicating higher than expected genetic similarities among apple, pear, and loquat. The developed SSR markers represent a valuable resource for conducting marker-assisted selection, linkage mapping, and germplasm characterization analysis in loquat. Supplemental file Seventy unigenes derived from loquat transcriptome used for genic SSR primer design in this study. The details in bold were listed in sequence of unigene code, motif type, repeat motif, repeat size, SSR start position, SSR end position; p2: dinueleotide repeats; p3: trinucleotide repeats; p4: tetranucleotide repeats; p5: pentanucleotide repeats; p6: hexanucleotide repeats. The nucleotides of the unigene sequences in pink were repeat motifs, and the ones in yellow were the position of the primers. The left and right primers and the product size designed by Primer 3 were listed below the unigene sequences.
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T A C A T C C A G G A C C A C A C A C C C A A A T T A C T TAAAAAAAAAAAAAGTAAAAACGGAATTTAATTCAA CAAAAAATTTAGACAAAAGGCCATGTGATCGGTG ACTTGATGATTTTATCAACCGGACTCGTCGGTATG CTGACCGCCCTTCTTCCCGCTGTCCATTTCCTTTTT TACCCTCGTCTCGATCCCGTAATAACTGACGTAC C A C T T G A C G A A C T T C C T C A G C C C A C T G G CCAAATCCGTGGTGGGTTTGTACCCGAAGTCCTTG TACGCCAGGGTCACATTGGCGTGCGTGTAGGGCACG TCCCCGTTTCTCGGCATCTTGATCACGTGCTTCCTCG CCTTCGTGCTTAGAAGCCCTTCCAGTATCGACAC CAGTTTCCCCACCGGCACCGGCGACGTGTTGCCG A G G T T G T A A A T T C G C A G C T G G G C G G G G CCTTTCTTTTTGCCCCCACTTCCCGTGCTTTTTTCGG CTGTGTCCAACGCTCCCAGGCACCCTTTTACTACG TCGTCAATGTACGTGAAGTCACGTGCCACTTCCT T A T C G T C C A C T G T T T T G T A G A C G T C G A T C G G TTTACCCTGCAGTATGTCCTTGGTGAAAAAGAAA T A C G C C A T G T C G G G T C T C C C C C A A G G T C C G TACACGGTAAAAAATCTTAAGCCGGTGAGGGAAAG TCCGTAAATATGATTGTAAGTGTGGGCGATTTCCT CACCGGCTTTTTTTGTTGCCGCGTAGAGACTGG CCGGTTGGTCAGTCCTGTGCAGCTCGGAAAACGGG TTGTCGGTGTTGAGCCCGTAGACCGAGCTGGACG A T G C C C A G A C A A T G G A G G G C T G A G G A T T T G CTCTTTTTGCCACTTCGAGGAGATTGACGAACCCGG CAATGTTGGAGCTCACGTACGACTGCGGGTTCTG CATAGCGTACCGGACGCCAGCTTGGGCCGCCAGG TGCAGGATGTGCGTGAACGGCACCACATCGAACAG C T T C G T C A G C A G C G G C T C G T C G T T C A A G T C C C C C T C C A C G A C G A A C A C C T C A T G C T T C T T C A G CAGGGCCTGCCTCGACCGCTTTAGCGAAGGGTCG TAGTAGGAGTTGAAGTTGTCGAGTCCCAGAACTC CATCGCCCCGCTTTTTTAAGGCGAGGGAGCAGTG AGACCCGACAAAGCCGGCCGCGCCGGTGACCAG CACCGACATGCCGTTGGGGCGTCTAGGAGTGGCAG A C T T G C G G A C C T G T T T T T C C C A A G C A G T C C CTCCCACTCCCCCACCGTAGAAGGCGGAGGAGAG A A A G T T G T G A G T G G T G T G G A C G T G G T T G G CCCCACCGCCGACGTGATCGGAGAGCGGAGGG TAGTTGAGGGTGAAGAATAAGATGAGGACAAGGG CGACGAGGAGGGTGGCACGGAAGAGGAGCTTGG AGGAGGCGTTGAGAAGCTTGGTGCTGTTGACCCTG CGGAGGTAGCTGTTGTAGCGCTCCAGCTTTATGG T C T T G C T T G T A T C T G G C G G A G A A G C C A T T G CCAAAAACTTACACCAAAATATACAGAGAACC CAAAATCCAAAGTATATATGAATCAAAATACG AAAATATATGTACCCAAATTGTGTAAAAACAAAAG AAAGGGTTTTGTGCTTCGGGACAGAAGAGACGG A T C T A A A G A C A A A C G A A G G G A C T C A G A G C T G AAATGTGAATGAGCCCTGAATTTGGGGGGAGTG CAGAAAGATGAATATAAAGATGATGAGAGAGAG AGAGAGAGAGATGCAATAACAAATTAATAACAA C A A C G A G C T T
T G C T G T G T A T T T T C T G T T G T T G CTATTGTGCCCAGTAACCCTTCTCTCTCATCATCAT C A T G G A T C C A T A T C T A T C C A T C C C C T T C T CTTCTCTTCTTCTTCTCCTTCCTCTCTCTCTCTCTC T C T C T T G G T T A A C T C A G A A C A A C T C T G T T T TGGGGGTAGAGCGAGAAAGTTCAAGCCCTAGAGG TAGAGAGAGAGGATATTCAGTTGCCCTAGG
T C C C G C T T T C T T G G A C C T G T A A A G G C A T A T C C
A T C G A T C A A T C T G A T G C G A A C T C A G T C C T T TCTTTTGATGATTACAACAAGCCACTCCTGGACTTG C T G T C T A C T C T C C C T G A G A A T G A A C A G G TAATTCTGGTGGGACACAGTGCTGGAGGGCTGAATG T A A C T C A G G C C A C T C T C A A G T T C C C A A A G AAAATTCTCTTAGCAGTATATGTTGCAGCAACAATG C T C A A A C A T G G G T T C T C C A C T G A T C A A G A T T T CAAAGATGGTGTGCCAGATTTATCAGAGTTTGGTG ATGTATATGAGTTTGGGTTTGGATTGGGAGCTG ATAAACCTCCAACAAGCGCCATTGTCAAGAAAG A A T T C C A A C G C A A A A T C T C A T A C C A A T T G A G TCCTCAAGAGGATTCGACGCTAGCTGCCATGCTTTTG A G G C C A G G G C C G C T C T T G G C A A T C A C G T C A G CCCATTTCGAAGGGGACGGCGTCATCGACCAAGTG CCACGAGTTTACGTTAAAACGCTGCATGACCATG TCGTGAAACCAGAGCAACAAGGTTCGATGGTAAAG AGGTGGCCGCCATCGGAGGTCTATGTTTTGCATAG TGATCACAGCCCTATGTTCTCCACCCCATTTCTG C T A T T T G G C T T C C T T G T A A A A G C A G C G G C T T C
12. G1_Unigene_BMK.458 p6 (GAATGG)3 18303 320 A C  CAATTGGGAGCATGGGAATAGCGGATTTGGGTTG  CTCATCTGGACCAAACGCCTTCCTAGTTATCTCTGAG  ATAATTGATGCCATACATGCCACACATAGCGGCTCAT  CATCATCCACAGAGTTTAGAGTGTTTCTAAACG  ACCTCTTTAGCAACGACTTCAACACCATTTTTATG  TCACTCCCGGCATTCTACAACCAACTAAACGAAG  AAAAGGGTGCTGGACTCGGGTCTTTCTTTGTCTCCG  CCACGCCTGGCTCGTTTTACGGCAGGTTGTTTCCAG  CCAAGAGTTTGCACTTCGTGCACTCTTCTTCTAG  TCTCCATTGGCTCTCTCAGGTCCCTCATGGCCTGG  ATTTCCAGGCAGCTGGCAAAGCTTTGAACAAAGG  AAAGATTTGGATTTCTAAGACCAGCCCTCAATGCG  TTTTGGATGCATATTCATTTCAATTTCACAAGG  ATTTTTCGTTATTTCTAATGTCCCGGGCTGAAGAAA  TAATTGGTGGAGGACGGATGGTGTTGTCACTCA  TAGGCAGGTCATCCTCTGACCCATCAACTCCAGAG  AGCTGCTACCAATGGGATCTCCTTGCTCATGCAT  TAATGACCATGGTTTCAGAGGGTCTTATTGAAGAGG  AAAAGGTTGATTCCTTCAACCTTCCGTACTATG  CCCCAAGTGAAGAGGAACTGAAGCTGGTGTTAG  AAAAAGAAGGATCATTTATAATAGACCGCCTTG  AAGCCTTTGAAATTGATTGGGATGGTGGTGCGG  AAACAACCGTCGTAGCCAGTGGTCAGCAAGCGG  CCAAGACCATAAGAGCTGTGGTTGAGTCGATG  ATAGAATCTCATTTTGAAAAAAATATCATGGATG  ATCTATTTCGTCGGTACGCCGAGCTCGTCGCCG  ACTACTTATCAAAATCTAGAACCAAGTTCCTCA  ATTTGTGTTATTCAGTCATTAGAAAGGACTGAG  TTTTCTTAAACTTCCCAATCAAATTTTTCGTCAACAG  ATTAAAGATCTGGTCTCATTGTCATATTTTTAG  T TGGGGGTGTTGAAACCCGAGGCCTTCTTTGAGAAGG  CGGCTTATTCCGAACAGGCGGAGAGGGTGTTGAG  ACCCGTGGAGGCCTTTTATTAGAGCCGTCGCGG  CCTCCTGGACTGCTGCCTCCGCCTCCACCGGGATTG  CCGCCGCCGCCGCCTCCTCCAGGACTGCTGCTGCTG  CATTTGAGCTTGGTGCAGTCGACGGGACGTGCAG  CTGGGGAAGTACATTCCCTTGCAGATCTCTGATCCGG  CTTGCCACGAATGCAGTTCTTGCGACCATGGATTA  CATTATTTTTGTTAGAGATGGCAGCACAAGCAGGAG  CCTCTCCGGTGAAATAGTTGAAGGAATAGGTAAAG  TTCTGCAGCTGAGGCAGCTGGCAAACACTCGCCAG  TATGACGCCGGTGAGTCTGTTGTGGGCGACGTCGAG  CTGCTCCAAGCTCTTCATGTTTTTGCCGACGGTGG  AGGGAAGAGGACCCTGAAGCTGGTTGAAGCTGACG  T TTCTTTTTCGCTTTAAGCATTTTTTGGATGCCAAAG  ATGATTTTGGAAATGAACAGACACGTAGCTCAAG  TAGTTATCAGCATTTACCCTGCCTTCCCCAATATTC  CAAGTATCCGGAATTAACGTTGGGGAAGGTGAAAGG  AGAAACTTCTGCATTGCAACTGCAATGCCAAGTG  TAGGATTCTATTTTGGGCCGGAAGAGAATAACTCC  TATTGTCCTCCAAGCGAATCAGTAAAATAAGGTG  AAACAAAGAGGAATCCGATGCTTATCTTTTACACG  TTTTCGCTTTGAGGCCACCCGCCCCGTGCACCA  C CTCTAAAACTTTCTTCGACATTCATTGATAAATTA  CAATATTTGAAGTACCATCCTAACCTAGATTGTAG  AGCACTTCATCTGCCCCCACAACTAGGACAATAG  TGGTTACGAATGTTCTCTAAAACGTCTCCACATCTG  TAGCAGAAAGCAGTTCTGCACCTGCACATCATG  AACATGCAACCCACCGATTTTTCCACATAGAACCTA CATTTGGGGCATCTTCTCCATTGTTGCTTCTGCG  CAAGGTTCTTCAACATGATATCCTCCCTTTCCCTCT  CATCCTTATTCAACTTTAGAAACTCCTCGCATTCG  ATCCCCTCGTGCCAAGGAGCCTTACACTGAGCACAG  A A 
C G G T T A A C G G A G T A C T T C C T C C A A A T A T T T T C T T G T C A G C G A A A T A A T G G T C A G C T G CCCATGCCACTGCAAATGATCCCAAAACAGCAGG A A T G A T G T A T T T T G C A G G C A T C T T C A A A T T T CAAACTGCCAATGACATAACCCAGTTTCGTGAGAG AATATGCAATGACAACAAAATACGAAGGCATT CAAAATATCCCCTAAGGTCACGTTTGGTCCCTTAGG ATTGGTAGATGGGATAACTTACTAGATTCAAGG T A T G C T G A A G T A A G A G A T G A A G A C C G T T C C T T C A A C T T G G G C A G AA T T T G G A A G T C A G CCTTCATATCTTACTTCAAGATACTTTGAATCTAGTG A G G T G T C A T A T C C A A T C C A A T C C A A T C CAAACCCGGGCACCAAACATGGCCTAAAACGAAC TAGATAGTTCCCTATCTGTTTGAATTGCCAATTAAG AACGACTAGCCTAGTTCCCTATTTGGTGGCTGGG A C T A C A G A G G G C A G G A A C A A T T A A A A T G G AATAACTGTCGTGGCCTATGCTTGATGAGCTTAACAA T A G C G G G A C T A A G A C T C A G T T A A A T T A G A T A A C T T T C C C A C T T A T C A A A G
C A A C T C C C T C C C A A C A G T C A A A A A G T C A A A G CCCTAACCACCGTCCGATGACCACCTACGGCACG A T C C C G A C C T C C T C C T C G T C C T C C C A A G G CCCCTCCGGCGAGTACATCTCACGCGCCAAGGACCG CATCAGGGCCGGCCTCGGAGCCCGCCGGCCATGG A A G C T G A T G T T C A A C T T C C G G T C C T T C A A C T T CCCCTCCTCCTTCTCCGACGCCTTCGGGCGGGTCCG ATCGAACT A T G C C T A C T T C C G G A T G A A C T A T G CCATCGTGGTGCTCCTGATCCTGTTCCTCAGCCTG CTCTGGCACCCGATCTCGCTCATCGTCTTCGTCAT CATGATGGCCGCCTGGCTCTTCCTCTACTTCCTCCG CGACGAGCCGCTGGTGCTGTTCGGAAAAACGGTAG ACGACCGCGTCGTTTTGATCGTGCTGGCGGTGGTG ACGATCGTGCTGCTGTTCTTGACCCACGCGACGGTG AATATTCTGGTGGCGCGGTGATTGGGGTTGTGTTGG TGATTGCGCACGCGGCGTTGAGGAAGACGGATG ACTTGCCGGTGACGAAGAGAACTCTGCGTTGTTG ACTACGCCTGCATCTTCCTCTGCTTAAATACTCCG ATTCGATTCTCTGTTTTGTTTTTGTTTTTGTTTTTTTTG TAATTTATGGGTTTTGGTGATCGAAGTTGTTGATTG TATCTGCCAGTCTGCTGCTGCGCCCAATTGTTGG TTTGCGATGAATCTAGTGTTTTTCTTATGGTGG A A A A G T G
T T G T G C A T A T T T G T T C C C C A T T T T G TTTCCTCCGTCCTGGTGTGTCTGTGTAATTTGGTTCTG CCTAGTCAAATGGTATTTTTACTTGTCCCGTCCTCG CTCAGGCTGATGAACTATCCGATGAGCCGACCCTCG AGGAAGGATACTTGCAATACTTATATTGACTCG T T T C A T T T G A T A A T T T T T G C T T C A G G A A A G T T C T C C G G T G G G G A A A G A A T A C C G G T T C A G CTAAAACTAAAGCGTGCTGGTTCTTCACTGGAAGCAT AGGTTGGTTGTTTTTTCCTGACAAATATGGAACG T T T A G AA G A A G T C A T G G T A AA G T T G G G A T T C T
CAACTGATTCTTCTGAGCAGTTTATTTGAGAGGAG CCTGAGGAGGCAAGCATCCTAGTGAATGAAGTATTG CTTCTATATAATGGTGGGAGGAGATTTGGATCTTTG ATTGTGGGTGGTAGGGGAGCTGCAAGTAGCGTTG CTGGGTGGTTGGGGAAGGGGCGAAGACCATTAGGG TGGATGTTTGAGTGATACAAGGGAGAACGCAAAGG ACACGACGAAGCAACGAGTAGTGCTGGGGACTCGAG TTTTCGGATCTGAAGTTCGCGCTCTCTGCTCTATT C A C C T G
T T T T T G G T A A T T T T T C A A A G C T A G G
G GA C T C A GT G C T C T C GC GA C T C AG AT C T G AA G TCCAAACGACGCAAACGCTCTCACGGTATCCACT CATTCGAGGAGAGGAACATGGGTCGTGGAGTCAG CAGCGGAGGGGGAGAAAGCTCTTTGGGCTATCTG TTTGGAGGTGGAGAAGAAACTCAGAATCCCGTGGCG AAAAGGGGTACGGCTCCTCAGAACCAGGCGCCGG TTCCAACTGCTGAACCACCTGCTCAGAGGGCTACTG CTCCCGCACCACCTGCAGAAGTCAATAGGGAG ATTCCCGCTGGCGTACCTGGGAACACTTCAAACAAC T A T T T C C G A G C T G A T G G C C A G A A C T G C G G CAACTTCCTCACAGATCGACCATCAACGAAAGTG C A C T C A G C C C C C G G T G G T G G A T C A T C C C T A G ACTACCTGTTTGGAGGCGGTGGCGGTGGCGGTGGAAGCACAACGTGGAGATGAAGAACGGCAAGATCGTG TTCAAGGACATGGTGCGCGGAAACGACGATCCATTG CAAGGCCAGGGATCCGGTATCGATGCTTACTTGG ACGCCGTCAAGCAGGCTCCAGTGAGAGGCCAGAAG AACAAGTTGAAGTTTAAGAAGACCAAGGACGACG AAGAGTGGTCTGACTCTGAGGACGAGGGCAAGGG CAAGGGCAAGAAGGCCCTTCCAGCGCAAAAGGG C A A G T T C T C G A A G A G T G G T G G C G T G G G T A A G CCAAAGCAGAAGTTCAAGGCGAGAAAGAAGCTTTGTTCATCGTTTGATTGTAATCGTGAAAATTTTCATTG TTTGCAGGAAAATATTGCGTTCTTCTATTCGTTTTAG TATAGTTAGATTGTTGAAATGATGCAGCAGCAGCAG CATAGGAGCAATCATGCCTGGCCAAAAGTGTAAG AAGCATGAAGGAAATTTGCAAACAAATTAAACTAAA CACACGGTTTGGCTACATATCAAAGAAAGAATACCG AGGTGCAAGTTGCAACAGACAGCAGTTGCAACATG CCAACATATACATTCAAAGTAAACAGAACACAGTTA CAGACAGGTTACAAGAACATCATGACCCAGAAG CCTGGAACATCCATCAGCTGATGATGTTCACCAACG AGGGGGCCCACCACCGCCACCACCGCCACCGCCAGG CCCACCACCACCGCCACCA GGTCCACCACCAC CAGGGCCCCCAGGTCCACCCCATCCACCAGGGCCAC CAGGTCCTCCACCAGGTCCGCCGCCGCCCCATCCAC CAGGTCCACCACCAGGTCCTCGGCCGAACATTGG C C C A C A G C A G C G C T C A A A C A G G C A G C A G C A G CACAGGAAATAAGCACAAGATGATATAAGGTTGCAT ACACCGCCACATAGGAAACCTAAGCAATCAAAA C A C G G T G G A C C T C C T C C C G G T C C T C C C G G CCCTCCTCCTGGTGGCATGGCTCTCTGATGACGATG A
T G A T C T G A T C A A T C T C T C T C A C T C T C T C T T G A T C A A A A A A A G C C C T G A G G A T A T T T C T G C
A G CTTCCTTTCTTAATGAACTTGCAACGCAGCTATTG AAGTTTGTCCGCTATATATACATGAAATTCTTGTAG AGAGAGAGCGAGAGAGAGCGAGAGAGAGCACG CTTAATGGCTAAGTATATATGCCTGAAACTAATG TCGGCTGTATAGTTTCATGTCGGCTGTATAATTAAG TTAACACTTACAGAGACACAGAGAGAGAGAGAGAG AGAGAGATGGAGGTGCTGCAAATACTTCACATG A A C A A A G G G A A C G G C G A G A C T A G T T A T G CTCAAAACTCTAAATTTCAGGAAAAAATATTATC C A
T C G T A A A G C C A A T C G T T G A T G A A A C T G T A C A A A A A T T G T T G T G C T C A A A T A T A G C
T A T G T T G T T G G A T T T T G T T T T A G
TCTCTCTCTCTCTCTCTCTCTATACCAAGAGGAG TTGGTTTTGATGGCATTGGTCGCCGCCACCTTGGAAG T T C C A A A C C A T A C G T A A T T G A A G G A C G A T G A C T C T C G G C A C C C T C C C T G T A A T A T A A C T T G TTCTTTCTG C A C C C A A A T T C T C T C T C T A C T C T G TTTTCTCCTCTCTGTCTCTCTGTGTAGACCAATAGG
AGTTGATTTTGCTGGCATTGCTCGCCACCTTTGAAG TTCCAAACCTGACGCAATTGAAGGGAAATGACTCG CGGCATCCTACCGTTGGCAGCTTCGGATCTTCATAT C A T G G A T G G A A C T C G A A G A A A T T C C A C A C T G ATATGTGCGCCGGTAGTGGCGGATTCAGTTGATCAG ATGCTGGTCCAAATGGGGAAGGCAAAGGAAGTTGG CGCTGACCTCGTTGAACTTCGGGTCGATTTTTTG A A G A A C T T C A G T C C A A G A C A A G A C C T C A G T G TATTGATCAAACAAAGTCCTTTGCCTACCCTTG TCACTTACAGGCCAGCATGGGAAGGCGGTCAATA TAAGGGTGACGACAAGCAGCGACAAGATGCACTG CGTGTAGCCATGGATTTGGGAGCAGATTTTATTG A C G T T G A A C T T A A G G T A G C C G A C G A G T T C T A CAATTCCATTCAAGGGAGGAAGCCAGAAAAGG T C A A A A T C A T T G T T T C T T C A C A C A A C T A T G A G AAAACTCCGTCTGCCGAGGAAATTGGTGATCTTG TTGCAAGGATACAAGCTACGGGAGCTGACATAGTG A A G A T C G C A A C A A C T G G C T T A G A C A T C A C C G ACTCTGCACGTGTATTTCAAGTATTAGCGCATTCT CAAGTCCCAATGATAGGGCTTGTTATGGGCGAG AAGGGTTTGATCTCACGCGTACTTAGTGCAAAA TATGGTGCATTCCTCACTTTTGGTACTATAGAGG CGGGAGTAGTATCGGCTCCTGGGCAGCCCACCG TAAGAGATCTATTGGACTTGTACAACTTCAGACTTA TAGGGGCCGATACCAAAGTACATGGTGTGATAGG AAATCCTATCAGTCACAGCAAAATCCCTCATCTTTT CAATGCAGCATTCAGATCTATCAATTTCAATGG AATTTATTTGCCTTTGTTGGTTGATAACGTTGCG AATTTTATTGACACCTATAACTCCCCCGACTTTG TTGGATACAGTTATACAATTCCTCACAACGACG C
T G G G A T T A A A T G C T G T G A T G A A A T C G A T C CAAATGCCAAGGAAATAGGAGCTATTAGTTGCATG ATCAGGAACCCGGCTGATGGGAGATTAAAAGG C T A C A AT GT G GA T T G T C T AG G AG C A AT T GC AG C A A T T G A G G A A G G A C T T C A A G C A T T A A A T G G TTCAAGTAATGGATCTGGTTCCCAGTTAGCCGG T A A A C T A T T T G T C G T C A T G G G A G C T G G T C G TACTGGAAAGGCACTTGCACATGGTGGAAAACAG AAAGGAGCAAGAGTGGTAGTTGCCGATCGCACA T A T G A C A A A G C C A A G G C A C T T G C A A A C A A A G TTGGAGGAGAAGCTATCACTCTTGCTGAATTGG AAAATTTCCATCCAGAGGAGGGAATGGTTCTTG C A A A C G C C A C A T C G G T T G G A A T G A A G C C G A G AATTGATCAAACACTCTTATCCAAGAACGCTTTG AAGAACTATTCTTTGGTGTTTGATGCCATTCATA C A C C T A A A T G G A C A A G A C T C T T A C A A G A A G CACAAGAGTCTGGAGC AGCCGTTGTTTCCGGG ACGGAAATGTTCCTCAATCAAGCATTTGTACAGG T T G A A A A G T T T T C T G G T T C A C C T G C A C C A A A G C A A C T G A T C A G G G A T G T G T T G G C A A G A A A T G CATGAGGAATGTGTCTCAAATCTCCCGTTCCAG CCAATCCTGTGCTTTTCCAGTTGTGGTTAACGGG A A G A T T T A G T A C A A A A T C G A G T G C A G T G G C G
T A T C A T G T T C A G A G T G A G G T G G T G G G G G C G G G G G T G G T C T T A G A T G G G T A C T T G G T G ACACCTCTTGGGAGGGTGGTGGTGGTGGTGGCGG
CGTCAGAGTCCAATGACCATGACTACTGGATGG AGGGGGAGAGGGTGGAAGATGAGTCCTGGGCG ATACTCTTTGATTAGGTGGTGGCGGAGGTGAAGG TGGTGAATGGTAAGTGGGCCTTGTATGGGAATGGG AATGGGAGTGAGGAGGAGGTGTTGTATGAGGCG CTACAGGCGAAGGAGGAGGAGGAGAAGAAGAAGG CTGTGATGGTGGCGGCGGAGGATGTGATCTAGTCG A A
G G C G A T G A C T C T G A A G T C G G G G G T G G G G G
C C A A G A C G G T G A G A T T G G T G A G G A G G C C G
GATTAATTAGAGGAATGTTTAAGAAAGATGACATG AAATTATTGAGTTTTAATTACAAGATAGAACAATCG T G T A A G T G T T G T C T A C A A C G A T G A C G A C G CCTCATCTTCCCGTTCTCTCCTCCGTTGGTCTTG TTCTTGTACTCCTTTGAATTCGTGCTGCCGACGCTG TCGCTCCTTTGATTTGATCGACTTCTCATTCTTCTG TCATTAAGTAGGAGAGACAAACATTATTACAATG CTTAATGCTTATGCTATTTGCATGCGGTGCGATGCG ATTTGAGATTACAATCTTATATATACTTGGCTCGG T T G G T T G G T T T G A A A A G T C G G T C T G A T G CTCTTCTATCCACTCATCATGCTCTAATTGAAAT
A A A A A C A T G A C A G C A C G T T G A C G T T G G A T G CACCCGTTGCCAATGCCAGTGCCTAGGACACCG
T T T G T G T T G G T T T A A A C C A C C C T T T G T C G
C A T T C T C C A A C A A T T T G G A C A C G C T G A T T G CCTCACAACCTCTTTCCCATCATTAATCAACATTG CAGAGCAATCCTTATAGGGGCAGTAAAATTTCTCTG A C C C A A G A A T C A C A G C C T C G C A C A T A G C A G T T C C C C A G C G A T C A
A A C A C C T C C G G A G G C A G AATCGGCCGGCAATACTCGGGCTCCAGCAGCCCTA TACAATCAGGAACAGGGCACCTAATGCTGGTAATG TTCTCTTGGAGCTTGGAGGCCACGTACTTAACCATA CACTCAGTACAATAACCATGGCTGCAGTTTTCG ATCCGAAACAACTCGATTCCCGACTTGTGATCGACG CAGATTTCACAAACGAAATCTGGGACACTTTTAG A A
T T T G A C G A T T G C C C A G A T T C A G T C A C G G AAAAATCAGAAAAGGTTTTTTTTCTTCGCTTTCCG A A G G G A G T G T T G G A T G G T T T A A A C C T A A G A A T T C T G A G C T C G T C G T C A C C G T C G T A G
A A G TCTAGGGTTTCTTCAGAGAGGTCGATAAAGTTG CTTGCTGCGGTGGGCTTGGAAGTTGATTTGAGCAG AGAAGCCGTGATCGATCGAAGGTCTCCGTCGCCG CCGTCGTCGTCGTCGTCGTCATCGACGTTGATGGGG ATGGTTGAGGGATTCCGCGAACTGGGTGTGAAG CTGACAGCGTCGTCTTCCATGTCGAAATTGGGGATG TGGGAGTGAGACGACAGTGGGTTCTCCATCTTTAG CTTTCTTTCTTCTTCTCATTGGCTGTCAGCGTCACTG A
C A G A G A C T G A C G C T T T T G G A T G C T C C G CCTCTCTCCAATTTCACTTTCCTCCCCTTCGTACTG TACACGCTATTTCGG LEFT PRIMER TAAGAATTCTGAGCTCGTCG RIGHT PRIMER AATTTCGACATGGAAGACGA PRODUCT SIZE: 235
24. G1_Unigene_BMK.2010 p3 (GCA)6 18783 800 AATTTCGGGGTTTCGATCCATTTTTGCACTCCATTG  TCTACTCTGCATTCTGTTCGCTATCGAAGTTTGG  A AA CC GC TG ATC AG TTT AC GC CCT CG GA GA TG  CTCTGCAACGAGGGGCGCCAAGACTTGGACCTCAG  TGCGGCAGCAGCAGCAGCAGCATTCGCTGATGATG  TCCTTGATCGGTGCCTTTCGCGTTTTGAGGCATG  C T GGTTAGAGTTGAGGAACCATTGCTCAAATTGAG  TTAAAGTTGAGGAACCATTTCTCCAGTTGGATTAAAG  TTGAGGGACCAATGGTAATAGATTTTTAGTTGAGGG  ATCATAGCTGCACATTTTGATGAGTTGAGGAAT  TAATGGTAATGAAATTTTAGTTGAGACACCATTGATC  CAATTGAGTTAAAGTTAAGGAACTATTGCTACAATT  TACTCAATAAGAAAATAGAGAAAGTGGGAAGATGG  TCATTTACAAGATCATATAAACCAATCTTATGCTAT  TAACAACCTCAATTGCAAAGAAAAATGATGACCA  T ACCTCCTCAACGGCGCCGAGCAGCTCCGCTACAAG  CTCTGCGCTTCTCCGCCTCATGGCCTCATTTGCG  TCGGCGAGCGATTCCTCGCCTCCTCTCAGCTCCGTG  AGCCTTCCGCCTCCTCTGGCTCTGTCCAGTACTGG  TCTTGG TCCAAG CCGCA GGTTGA TG TGAA GAG  CTTCCCAGAAGAACCGATCAATCCGCTCGCTGCG  AACAGCGAAGGG ACCTACATTGCTGGCGGTGG  CTCATCGGGGAATATCTACTTGTGGGAGGTTAA  TACTGGTAGACTGCTTAAGAAATGGCATGCTCAC  TACAGAGGTGTTAGTTGCTTGGCATTTTCGGATG  ATGGCTCCCTGCTGATTTCGGGGTCAGAGGATGG  AGGCATTAGAGTTTGGTCTCTTATAGGATTATTCG  ATGATTATCAAAGTCAACAGGAAAGCCATCTG  TACATGCATAATTTTACGGAGCACACTCTTTGTG  T 
T T T C A A A C A C A C A A A A A T G G G G A A G A G ACCCATTGGCTACCAGGAAACTCACACTTCTAATA CAATGTCAGATTCAGTGCTTTTTTTCTGTGTGTTG CTGTACAGATGGATTATTGCTTTCAACATGGGATG A A T T T T T G G G G G T T G G G G G G T G A T G T G A T T G ACATTGGATTAGAAAACTTGGTACCCGACTCCATG
T G C T A T T C T C C T T C T C A T C A G A T T T C A C T T C T T C T G C T G C C T C T T C G C A A C C C G A G C A A C C C G A A T T C T C T T T C C C T T G C C C C G T T T G C A A C T T C T C G A G C A A T T C G A G C T G C T G TTTCTTCTTTTTCGCCTTCAAAACCTTCATAACC TCTTGAGTAGTGACCAGCCGGTAGGCATGGCCGAG AGCGAGAGTTTCGTTTGGCCGAAGAAGCTTGACG C G A G T G A A G C G C A C C G C T T T G C C G T G CT C CT C CT TG T G A TT CT C TG C TA C T TG T TC G TG A T C T T G T T C G G A A A C C G G C A A C G G A A T G A T G AGGGAAACGTAGTGACCGGGGTTCAACCTCAT C A C C T C A C T C G C A C T T A T A G G C C A A T A CATCCTCTCTAGCTTCCCACTCGGATGCTGTATCAC C A G A G C T G C T G C A T C A A T G G C T T G A C A G TTCCCCATCTCTCTCTCTAGAAACTTACGAAAG AAGAAGACGACGACGACGACGAAGATAGAGAG ATAAGGAGGAAGAAGAAGAAATAGAAGAGGAAG A A G A A A G A A G T C A C T T T C T G T A C A G C T C T C C
A G G A A A G C G T T A T C T C T G C A A C C A A A A G ATTAAAAGTTATTCCTATGTTAATTATCTAAGCCAA C A T G T G T G T T A G G A T G T T A T G A A T T T A T T G CTTCTTTCTGCCGGAGCATGGAATTAATTTAGCTTTTG
GAGGCCAAGTATATGAGTGTTGAATGACCTGAAT T T C A T C G A A A C A G A G A A T T T G A T C G T G C
A A CAAAATCCGTTCCAATTTGGTAAACAATAACTTGTCG CTTGAAATGGATAGTGCACCAAGGTGGCAAGTTTCG ATCTAAAACTCATTCGATTTCCAATTAGATAAAAAAG CATTACAATGGGATGGGGTTGAGTAGAGCGTTG ACAAGTTCTCTCATAAGCTAGACACAAGTAATC TACTCTAGCATTGCATCCACTGAAGCTTCGGGGGTGG C G G C A G C A G C A G C A G C A G C C G C C T T A G A A G ATTTCCCTTTCTTCTTACCTTTGCCTTTTAGTTGTTTG ATCTTGAGACTCTTCTTCTTCATGGGAAACTTTGAAG AACAAGTCTTGGTGTCTTTAGATTCTTCTCCATCAG CATCGGCAGCAGCCATTTCGACATCTTGCATAGTTA TAAGTCCCTTCTTCACAGCCTCGTTCTGATCTCGGCG CCATTTTTTCAAGAGCTTGCGCTTGCGCTTGCCGGAG A
T G G A G A G G G G T T G A G G C T T G T T G T G G A G C T T C C C G G T G G T T G G G T C G C C G T G A A C C G ATCTCTTCTTCTCCGCTTTCTGCGCTCTCTTCCTC T T C T G C A C C T C A T T G A A C T T C G C C A T C T C T C C
C C A C A C A A A C T T A A T T C T T T G C C T T G T A G
G G A G G A G G A G G T G G T G A A C A T A T G A C T G G ACATGTAGTGCAGTCACTGATGCATATTAAACCAG T C T C A G G A T C C A C C G T T T G A T C T C C A T A T G T G AACCTGGAAAACACGATCATCCCGAAAATCGCTG CCATCAAGGACCGGGGAATCCATTTCCCTACCATG AATCTCAAAGCTCTGGAGTTAGCCATCTGACAG AAGCATAACCTTGAAAACTGACCAAGTTGTGAGG T A G C C T T C A G A A A A T T T T G T T C T T C T T A T C C G CCTTTTTATACAAACGTA
C C A A T T A T C C G A T T G A A C G T T T G G A G A T A A TAATTTGTCTGTACAAGGAACTGTATTTTTCTTTCTG C T T T C T G T G G T T T A A G C T T A A A A T G T A A C T C G
A T C C A T T C A A A A A G C A A A C A A A A A G A G A A G CTCTTCCAAATTCCAAAGCCTTCCAAAACTTTCCTC TATAACCAATGAAATATCCTCCCTAATTGAACCAAG T A T G C T T C T T G A A A A A G T T C T A A G C T T A G
C G T C T G T C G A A G C C G G C A T C G G C T G T T G G G
A A C G G A T G T T G T C A C A G G A T A T G G T G G A T G CAAAGCCATTATCGTGTCAGCATCACAGGATCG CACATGTAAGGTTTGGAG
LEFT 
T T G G T C T T C G T C C T C C G A T T G C T G T T C G
GCAGATTCTCATTTCAATAATTGAATCAAATTCTA T A G T A T G T A C A A A G A T T A A A A T C T G T T A C A T G AACAATTTAACAATCTGCTCAAATCCTCAAAACTTCT TGAACTAATTACTTGATATCGAAATTCGTTTAAG TTTAGTAACTACGAGTTACTGAGGCTGCTGCCATGTG C T T T T A T G GA C G A T G A G G A T T G AA T A C T G A C G CCACGGAATTGGCTAATCTCGCCACTATTCTCTTCTT CACCT GACCC CT CTTGGGAATC GGCC GGCC AG AAAATCTCCTCGAGAAATCTCTGCCGTTCATCATCG CTCTCCCGGCGGAAGAATTGGATGTGGAACCTTC C A T C T C T C T A G T T C T T C T T C T T C T T C T T C T G TAAAACCTTCTGAATTCTGTATGTGGTTTTCTGAAG
CGAATTCCGTTGCTGTCGCTTCTCTCTCTGTTCTACA TAGAATAGCCGTCAATCCGTTGCTCATAAGTCA CAGCCTCGAAAGACAGAGAGACAGACAGTGAGAG A A A G A G A A A G A G A A A G A T A T A A A A T T C A G AACTTGGCATTTTAACGGTCAAACATTAGCTTAAA CAGCTCATTAAGGCAGAAAGAGGAGAGAGGGAG AGAGAGCTTTGGTGAGAGCTTTGGTGATTCATAG TAGCTGGACATATATTCCGGCAATGTCGTTCGCCGG TTGCTGGAGGCTTCTGCATTCTTCCCTGCTGGTG ATTCTGGTCGTTTCGGCGTTACAGATTTGGGTCTG CTGCGATTGCAGGGCAGGGGCAATACGGGTATTCC CAGGAAATACAGATAATGTCATATCAAAGGTG CAGGTGGAAGCAGAGAGGAACACGATGGAGAAG A A
G A G C A A G A T A A G C A C A G A A G C C C T G T T C C AA A AG T AC T T C GG C G GA A GC AC T T C C AG TTCCAACTTCAACAAAACAGAAAAAGGATATGAAG A A T C C A A A A G A A G A G T G C C C A G T T G C C C
A G ATAAACTCCACAACTAGTCAAATTATTCAAATTG CCTTTTTTCTTAGGAAATATTTCTTGAATTAAAAC CAAAATACCCACGTTTTTCTCATATCGTTTGTCAAG TTCTATTCATTATGTTTTGGTAATTCATGAAGTGAG AAAACCGGGGGTATTTTGGATTAATGGGTAATTAATC TAGTTTTATAATTTCTTGAGATTGATGGATCATGAAT CAAGATTTGTACAGAAAAGTTGAGAAATTTGTACGAG C A
T T T C T T T G A T A C A T A G T G A T G T G A T A G AATCTCCTTA LEFT PRIMER TCACAGCCTCGAAAGACAGA RIGHT PRIMER ATCACCAGCAGGGAAGAATG PRODUCT SIZE: 240
35. G1_Unigene_BMK.4719 p3 (TCG)6 1899 116 CAAATCCAAGGAGATTCAGGTTAAACAGAGACAG  CAAGTTGAAGGTGATGCCTGCATCGAGAAGGCTG  ATGATGAAAATACAATGGATGCGATAAAGAGCAG  TCA TG CA GTA TC AA GTT TTG AC GC AG AA G ATG  ACATGAAAAATGATCATCATTTTCAGATGAATGGTG  ATGGTGAAAACCATACTATGTCCAGGTCAATTCATG  AAGTAACAAATCCGGGCACACCTCTGCCAGAGG  TAGGCTCTCATACTACTGGGAGTTTGTCCCCAG  AGGGTTTGAGTGATTTTCAGGATCAACAAAACTC  TAATGCACTGGTGATTGGACATGTACCATCTCAAT  CAAAGGAGCCAGCTTCAGAAACCCCTATCTACCG  CACCACTGGTCGTTCAACAAGCATATCCTCAGATG  AGTTGTGTATGGTTTTGAAGCACTATGACCTGGAAC  TACCAGAAGAAAGTGAAAGGCATTTACCCTTCG  AGGGCTACTTTGGTTCTGCTCGCTTGTGGCCATGGG  A TTTTTCGTAGTCATCTCTTTTCAAACACTAACAA  TATTGGAACTCAGGAAATCGGTCATGACGACAT  CAGCACTTATATGGAACAGGAAAACAGTGGGG  TCTTGCAGAGGCATCGACCTTGGCTTTCAGTCGCTG  AGCTGCTTGAACAAAACCCAGTCAGGATTAGAAGG  AAGAAATCCGGAGGAGTTCTATTTGCCTTTTCAA  CATTCCACGTAAAGGGTCCTCAATCCACTGTTA  C A AGAATAGTATGATGCCCCTTCTCCATAGCCGATAATG  CTGCTTCTCTTGTGCTGAATTCCAGATACCCATAA  CATTTATCTTCATGGTTGTGCACCATTACTTCTATAA  CATCTCCAATTCCAACATCAGGTAATAAATCACGG  AAATGACGATAGAGATCAATTTCAGTAACCTGTGG  AGCTAGATTGGCCACAAAAAATGAATAACGAAACCG  T 
GGAACCGCTTCATTCATTTTTGTTCTCGCTAATTA CATGGGCGTTCTTTGCCCGATCTGCAATACCATAATC CAAGGTATTTCTACATCTTCCGTTCATCGTCGTCG T C G T C G T C G T C A T C A C C A T C A G T A G T A T G TCTCCTCTACTATTGTAGCTAGACTAGATAGCACTAG AACCTCCCTTTTATGTTGTTGTTTCCATCGTATATAT TATTTTCTTGCTAATTAATTATGAGTCTTATAAG C C T G T A C C A A G C T A A C T T G G C T T T T T A A G
GAGAGAGCACTGAGCGAGCGCGCCTGTTTGGCAACG ACGCGACGGCCATTCCACCTGTATTTACCGCTCTAA CACGGGGAGGGGCGTCCAGATGTCTTTGCATATTGG CAATCTATCAGCTCACACTCGCGGAGATGATCTTAAA CATGTCTTTTGGAGGTTTGGACGATGTAACTTGCGG CTGAGGGACAGATATGGGTTTGTTGAATATGATTTTG TGCAGGATGCTAAGAAAGCGTTGAGAGCATTA CAGGGTAGGAAGATCTGTGGGGAGCCTTTAACAC T AACATGGTCAAGAAAACAGCCTAAACCTTTT CACGGAAATCCAAGAGGTGTGAGCTCCTATGTGCTA CAACATGAGAGAAGAATGAATGAAAATGATTGGCG AGATTACGAATTGGACAATGAGCAACCAGATAGTG ATGGTAAAATGCTTAATTCTGTGAACATGCGTGATG ATGACAGAGGTGATCATCGAGGAGATATTCAAG ATTATAATGGAGATCGTCATGATTTTAGGGAAGG TCTTCCAGATGATATTGGTGGAGCTGTGCCCAAG C T G G T G G A C A C T G G C A G G T G G G G T G A A C A A G TTCATGACCCATCAAACGCCAATGGGGTGGAATTTG ACCGATATGAACCTCACCAAGATCATGATAGGAAA TATGAAGATGAAAACTGTCGGATGGCATATTCTGG TGGTGGTTTTGCTCCACGAAGTTCCCAAGAGAATG TGAGGAATCAGAGAATGAATTATACTACTTTGAAC CATTCCAGTGATATGCGGAGTACTTGCTTTAGTTG T G
G G G C A T C A G G T C A C A A G A T C C G A A A T T G T C C C AG GA A AT A T T C T T C T AG A AG AA AG C T C
A CAAGGTTTGATAATAGGCAAGATGATGCCGCAT ATGAAAGAAGTAGGGGTGAAGCTGAGCTAGAAAGG ATGGGATCTAGGTCCATGGGAGAAATGCAGTTG ACTGAGGGTACTGCATCAAGGTACATGAATGGTGG AATGGCAAGTGGTTCAGGAAAGCATAAAATGGTG ACAGACAATGTGAGCTGCCCTACAGGAAATGAAAA CAATATTACAGAAATAAAGGACCGTGAAGGAAA T A A G A G A A G T A G A A G G G A A G G T G A A T C G CCAAAAAGGCACAGTGGTAAGAAAGCAAGGAGG TCAGTTTCATCATCACCTCATTCTCGTTATGCTG CATCCAGACTCAGATCATGCTCAACTTCTCAATCG TCAAAGTCTGTGACAAGGTCTGGTTCCCAATCTAGG TCAAACTCAGCATCTAGGGGAGAACACCACTCTG T A
T C T T C T G A T T C A A G A C T C C G T T C A A C A T C A A A A A G T T T G A A G T T T A G G T C A A G G T C A A G G TCAAGGTCAAGCTCCTCTATATCCTTGTCTGTAT CACTTAGTCCGTCACCATCCTCTTCAAATAAGGCG C A T A C C A A T C T T A A A G C C T C T G C T G G T A C T C C
G G T T A T T A A T T A C A G G A G G C T G A A A A A A G G CCTAATTTCTGTTGAGAATTATGCCAGGCGAGTCG T T C A G AA C C A A GA AT T T G GC ATC GT T GA T A AG T A C A T C C G A A G C
A G C A G T G G G T G G G G A G AAATTGGTGTTGACAACCCTTGAAAGGTTTTTCTA CATCAATGTGCCAAGTTTTTGTTCACCTGGTTATCG AATCGTATTTTGCCTTAGGTAATTTGAATCGCAAG CAGTAGCTCTAGCAGGTGTTGGAAGAAGTTTTG AACAGATTGGATTACGGTGCAGTGACTCCTTTG C A
T T G T T A T A A A G T T G C A T A A T G G A C T C A A G T C T C A G G T A T A T G T A G T G G A T T C A C A G G A T G CTTCAGGTCACTCATGAAGAACTTGAAGGATTGG TTGCATTTGCAGCCTAAAACATTGGATGCCATTG T G A T C C C A C A T G T C G T C T T T G C T G T A T C T G
G A C T A A C C G G G G A C C A C C G T A C G C A A A G A C A A G G C G C A C T C C A C G T G T C A G T C A T T T A T C CAAAGCAGGTGGCGTTTTAATTTATCAGCCTTTGG ATTAGACTGACGGCTGAGTTTTCGTTTTGCTGCG TCGCATCGCGCTAAAGAGGATTGTCGAAACCCTTT C A G A A T C T C A C T T T C A A G T C T G C C G C A G TCCACTCTCTCTCTCTCTCTCTCT
T G G C A T A T A A G C T T C T C C T G C T C C T G A A C T T CACGGGGAAAAAACAACCAGACCTTCCTTCAC TAATGAGCTAGGGTAACACTTGATTTTCTTGTCACAG
T G G A A T T C T G T A T T T G C C T T C T C A T T A T C A T CACCCTGACCATTATTGCCATCGCCAGCATTTTCTAG T T C T A T G A C A G C T A G A A G A T C C T T C A C C C G A G AAGGGCAAATGTGAGGATAGTGTCCGTTTTCGTTA CAATATAGACAGTCCTTTAACTGAGCAAATGTATG A T G A T C A C G T T T T A T G T T G C A A T A C T G C G
A C T CAATGGAGCACATGTAAGTATGACAGACGCTACA CATTATTTCAGCACCAGGTTCTACTTTTGTGCCAGG AGGGCACGATCGAGCCAATGGGCACCATGCAATG TGGTGGTCATTTTTACCACAAATGCTGCAAAAG TAACCTTCTTTCACAAGAGGGCGAGCAACCCAAG TCTCTCTGGGCTTCAGATAATTGGGGCACTCCCAAG AGGTGTGCTCACCAACGTAGTCACAATAAACA CAAATCTCGCTGCTGCTGACACTATCATCAGAACTA TAGTAATCAGAATCGAGAACCATTGTATCCTCTG ATTGCTCCTCCCCAGGACAGACTTGATTGACTTCTTG TTTTTTCTCTTTAACACGGAAATCTTGATTAATT TCTCTCTCCCTTTTGCGAATCTCCTTATCCTTGCAC G G G C T T G A C G A G A G A G A G T T G C T T T C C A T G G CACCGGCTTGACAAGAGCAGAGACGAGACGAGACGGTTGAGTATGAGACGACTCCAACAGTAAAAAGTAAG A C A G A G C G G T C A A A A T T G A G A A C C A C T C A G CCAAAATCCGTCATTTGTTTTACAGAAATCAAATT TTGAGTCCCAATTGCCCAACTTTCAACAAAAATAAG ACGAACAGAACAGAACAGAACAGAGTCCCGTTACCA T A C G C A C G C C A A G G C C A C A G A G G A G G C A C G AAAATGGTGTTCAACAGCCTGATGGTGGAGACGG TGGCGCACCTGTCGGCCGAGATGTGGCAGTACTTGG CATGCTTACCGGAGCGCTTGAGCAGCCACCGGTTG TTGGATCTCATCTTCTGCCTCCCTCTGCGGCAG TTGGGTCGCCTGGCTTTCTGCCTCTGGACCTTCC T C T G C G T C C C T C C G C C C G A C T C C T A C C A C T A C T A C T C T T C C T C C G A C T C C A A T G A C T C G T C C A C CACCGTCGATTACGATGACTATTACTACGATCCC CACTCTGATTGATCCCCTTCTGCTTCTTCGATTG TCTTCTCCTTCGCCGGCTCCCCTCTACAGAAGATG CAGGATGGAAGATGGATTCTTCGATAAACTCTTTCG TTGCAATACATTGTACGGTTTGTCTGGGAGGGGG ACATATAATTGAGGAGCAGGCTTAACTTTGTGG TAGTTAGATTACTGGTTGCTGGTGGATGAAAAGG AGAATTACTTTCTGAATACAATTAAGTTGAGATCC C A
T T C C T G T G T T T A T A T G A A A G C T T C A
T A G G G T T T G G G T C G T T C G G A A T T G G A A T T G G AATTGGAATTGAGATTGGGATTGGGATTGGACA CAAATAAAAGGAAGCTTGTTGCGATTC CAAAT C A A C T G T C G A G C A A A A A TC C C T A A T T T T C T C G TCATTTTAAATAACT
LEFT PRIMER CTGGGATGTGAAAGGAAGAA RIGHT PRIMER TTTGCTCGACAGTTGATTTG PRODUCT SIZE: 166
41. G1_Unigene_BMK.6539 c (GGT)6agtggttgactgccgccggagca ggaactttggccagcatttctactatctgtgtgtgaaattgtgatacaaagtgaaagtgc aagtc(GTTGGA)3 124 2256 2379 ATTAAACTTTCCAGTGCTGCTTCAAAATCCTCAT  CATTAAAGAGTATATCTACCTCATCCAGTACAGCG  CATCTTAGATTTGATAAGTGCACGAAGCCCTCTT  TAATCAGATACATAAACCGACCAGGTGTTGCTAT  TAGGATATCCACACCTTGTTCTAAACTTTCCATCTG  AGTTTTCTGCCGATGACCACCAGTTACAACCATAG  ACCTTACTGGAACCCCAAATTTTGACATTGAACGG  CAAACACCCAAAACCTGAGAAGCTAACTCAGCAG  TTGGTACCAGTATAACAACTCGAGGACTCATTG  A ATTTGATTTGAAGACTTAAAGAACAAAACAAGTAA  CAAATTTGGACAATCAAAGAGGGAGAATACAATG  ATCACCACCCCAGTCCATCAAAATTATAAACAACA  CAAAGAAACAAAGCAGCCCTCTAGGCCTTGGGTG  CTAGCTTAGACTTGATTTTGTCAACCTGCTTGG  TTCCCACCTGGAATGTCTTGGTCAGCACATTATCCGG  CACCTCCGGCGTGGCAGCGAACAACGTGAGGGCG  ATGTTCTGGGTGCCCTGCAGCTGAGAGTTAAATG  CGGCAATCACCGAAGCCGGACTCTTCCCATTGTTG  TTCTGGAAGTGAACCAACCCTTTGGGGAACGCAAAG  ACTTCACCTTGCTTAATAGTTTTGCCGATGAACTTG  TTTGCTGTGGTAATAAATCCAACCTCCAATACTCCTT  CAAGAACGTAGACAATTTCTGTGGCTCTGGGGTG  AGTGTGCGGTGGGTTAATTCCGCCGGGGGCATAG  TCTATTCTGGCAAGCGAAACGCCGAGGGTGTTG  AGGCCGGGGATTTTTTCGACATTGGCTAAAGTCAC  CAGGGAGCCGAATGTGTTGTTGGTGAGGCCTGG   TTTGGCTAGTCCGGCGAAGAAAAAGTCCTCTGCTG  TTGCATTTGCTGCGTCCTTGCAGACGAATCCATTG ACAAATGGACAGCAATGTCCAGCTCCGGTGAGGTAG  AGATTGAAGTTTCCGAGTGGTTCCAAAACCTAACAG  AAGACATAATTACCCGGAAGGCGTTCGGAAGCAG  CTACGAAGATGGAAAGGCCGTTTTCCATCTACAAG  CTCAGCAAATGGCGTATGTCACCGATGCTTTTC  AAAAAGTTTGCTTCCCTGGTTACAGATTCCTGCCCA  CAAGAAGGAACATAAATTCTTGGAAATTGGACAAG  CAAATTAGGAAGTCATTGATAAAGCTGATCGATCG  ACGGGTAGAGAATTCGAACTCGGGCGACAATGTG  CATGAAAAATGTCCAAAAGATTTGCTAGGTCTTATG  ATTCAGGCCTCAAATTCTTCCCCTTGTTCCAATAT  CACTGTCAATGACATTGTTGAAGAATGCAAGAG  CTTCTTCTTTGCGGGAAAACATACCACATCCAATTTG  CTGACATGGACAACGGTTCTCCTAGCAATGCACCCA  CAGTGGCAGCTACAGGCACGTGACGAGGTGCTGAGGG  TGTGCCGATCACGTGACATACCCACAAAAGATGATG  TTGTAAAGCTTAAGACGCTGAATATGATCCTCAATG  AATCACTACGATTGTACCCACCTGTGATCGCGACG  ATCCGGCGGTCGAGAACAGATGTGGAGCTCGGGGG  ATACAAGGTCCCACGTGGGACCGAGCTTCTGATTCCG  ATCATAGCCGTCCATCATGATCAGAGCATATGGGG  CAATGATGCGAAGGAGTTCAACCCGGGACGGTTCG  CGGAGGGTGTGGCACGGGCCGCCAAGCACCCGGCGG  CGTTCATTCCATTCGGGCTTGGGGTCCGCACATG  CATCGGGCAGAATCTAGCGCTGTTCCAGGCAAAAC  TAGCCCTTGCCATCATGCTTCAACGCTTCTCTTTCAGG  CTGGCCCCCACCTATCAACATGCACCTACGGTACTG TATGAACCTCTGTGAAGCTGGCAGTGAATTGTCG  TAATTGATGATGAATTGCGCCATAGGTATGTCA  CA AGAG ATGA ACAGTCC TTTA ACAG CATTCAC  CATCTTGTATCAGAAACCTCAAGATCTTTTGTTGCAG  AGGTGGTCGGAGATTTTGTCCGTCTCCGTCTGCAT  CAAACGGAGGCCCCTGATTATTTCAATTCAATT  CAATTCAATTCCTATTTGCCTTCTTGTAAGTGGAGG  CCCCTGATTAATTCAATCCAAACCTGCATCAAAATCC  CAAATCAAAGAACGAGATAATATCCCAGATTGTG  TAAAAATTAAACAGGAAATGGAATGCGAAAGG  ACATTTTCCTACAGTTTCACGGTCTGAGATGGGGGTG  TTTAGATTCGATGTGCGCACGACGGCAGCTCCACAG  TCTGAGACGTGCTAACAGAGGCGCACGGTGCGAAG  TCCGCGCGGCTGGCTGGGTCTGTGGCTGGGTTTGTG CACCGATCATAATAATTTTACTTGATAACATGAG  AACACTCAAAAAGTTTACCGAAAATGATCATCAT  CAAATTAATTACGTACAACCCTAAACATCAATTAAA  CAACACAAACCAACTTATATACAAACAAAACT  CAAAGCACAACGTGGCATAGATCGATCATAGTCCG  CATACAACAATAATTTACTAACAGTAGTCTAATC  TAATTAAGCCAGTGAATTTCAACCCTTCTTAATTACT  TATAAATCACTTCACATGATAGAACAAGCATGTGG  ATTTTCGTCGCTAAACATAGAGGTATACTTGTCG  TCCGGCGCATTCGGGCCCGGAAGTGCCTGAGTCACG  TTCCTCACGTAGCCGGAGGGAGCCTTCTTGTCATAAG  CTCCGGCGACATAAGGATATGCCACCAAGTTG  TAAGGCACGTACGGCCAAATCTCTGCCTTCTTCCCTG  TGCTCTTCACTTTCTTTAACACCTTGTTTGGCTCCACG  TATCCCGTCACCGTCACCTTGCTCTGCTTTCTG  TTCACCTCCACTTGCTTAGCCCCTTTCATGTTAGAAA  CAGCATTTTTGACTCTCCTTTCACAGCCATCACAG  TCCATTTTCACCTTGATTTCAACCGTCTGCATTGG  CTTCCGTTTCTTTCTTGGTTTTGAGATTGTGAAATAG  TCTGAAAGAGCATCCAGAGCACCCATTTCTCTC CACTCTGATAATTCTGATCTGAGTTTTTTTTTTTG  TTAGAGAGAGAGAGAGAGAGAGAGGGGGAGAGAG  CATTGTTGAAGGAAAGAAGAGGGATGAGGAAGTTCG  A T AACCGGAACTGGCCGTTCCTCGTCGGGTTCGCCAT  CACCGGAACCCTGATCACCAAGTTCTCTCTCGG  CCTCACCGAGGAAGATGCCAAGAACTCGCCCTTCG  TTCAGAGGCACAAGAGGTGATTTATGTTCGGTGTAC  TAGCCACCTTTGTGCTAGCATTGTGGAGAAGACGG  CCCTCGTGCTATTCTCAAGGACCATAATAACGAAAG  AGAGATGTTCTAGATACTCTTTTTTGAATTTTCTG  TTATGTTTTGGATGACTTGAATAACATGAGAAGAAA  TACTTGTATTCATTGGTTTTGAATTTTGTGCGTTTGG CACCACTTGGATTTTAATTATTATAACTCTATCCAAT  CCAAACCGACTTCTTTATCTGATTGCCTCGATTCTAG  CAAAAATTGGCCCAAATTTCGATTTCGATTTCG  ATTTCGCAGGATTTAGGTTTTTTTAAGAGTTGTTG  ACCTCAATTTTCTAGTTTTCCCGAGAAAATAAGAAAG  AAAGATGATGCGGAGGCAGCAGGAACAAGACCAG  CAATCTAGGGTTTTCTACGAGCTATCGGCTCTGG  TTCTCAACCTCCTCCGATCTCCTCCCACGCCGATT  CAATTGTCGGATAACTCCACGGTGATGCCGCCGTCG  TCGTCTTCGTCGTCGTTGAGGCGGCCCCCGGCGGCG  TCGACGGCGCAGATCTCGCCGGCTGGGTTCGCGTCG  TTGATGCTGGGGATTTCGATGGCTCTGATGCTGTG  CGGATCGGTGACTTTCTTCATTGGGTTCTTATTGATG  CCGTGGGTGCTGGGATTGGTGATGGTGTTGTATG  TGGGGGGGATCCTGTCGATCCTCTCCGTCTTGGGG  AAGTCGATTCTTTGCTACGCCTCTGCTCCGTCGACG  CCGCGGAAGGACATTCCTGCGTGGAAGCTATTGTG  AAGGAGAGGGAGGAGGTGGTTCAAGAGAGTTG  ATATGTCTTGCAGAAGGACGGAGCAGCAGCAGCAG  CACAGATGTTGTTCTTGTGAGAGTGATGCTGCATA  TAGGTAAAGGAATGTTGTATAGGCAGCTGGGGCGG  AAAATTAAATACGAGAGCTTGTTGAAGTAATTGATG  CATGAACAGTGGATAAATGTTTTATTAATACTC  TACTGAATATGAGGAAATGGCTTCTGAAATAG  TATATTGTTGAAGGATGATGAAATTCCTAGTTTTG  AGGAGATGGCGGGGGATGTCACTTAGCCTCTTCGTG  TTCTGATATCTGTGTTGTTCAGTACATATACATCTC  TATATATCTCTTGTTCTCAAATCTGTAAAAGTTTA  T A TATTGGGTCCCGACTGGTGGCTTCTTCCGGTACTAG  TGGCAGTGTTGCCGATGATGAGGTGCGCACCCTG  ATTGAGTATGCCTCCGGCGAGGGAGGTGCCACTG  TAGGAGATGATCTGGTGCTTTTGTTCCACCACTTA  CAGTACGCCTGCAAGAGAATCGCAGCTCTTGTAG  CTTCTCCTTTCAATTCCAGCCTTGGAAAGCACAAGGG   TCTCGCTGGCGGCGGCGCTTCGGCTGCTGGGTCAGG  CCGGGATGCACCGAAGCCTCTCGATATCGTTTCG  AATGAAATCATCTTGTCATCTCTTAAAAATTCTGG  AAAAGTAGCCGTCATGGCTTCAGAAGAAGATG  ATACTCCAATTTGGATAACTGATGATGGCCCATTTG  TGGTGGTAACGGATCCTCTAGATGGTTCTCGAAA  TATTGATGCATCCATTCCCACTGGAACCATTTTTGGG  ATTTATAAACGCCTTCCGGAGCTGGATCATCTAC CAATTCCTCTGCCTCTGAAAATTTATGTCGTTGGG  ATGCTTGTGAATTTAACTTAGAAGCCTCTCGCACAG  AGGACACATCAAACACTGCCAAAAGAAAACAGAAG  AAGAAAATGGGAAAGCTCTCCATGGACGAAGCAGG  TGAGAGTCGGGAGACTAAAAGATGCACACATTG  TCAAGTGATGAAGACCCCTCAGTGGAGGGAAGGG  CCACTAGGACCGAAGACCCTCTGCAATGCATG  TGGGGTTCGGTACAGGTCTGGCCGCCTCCTCCCAGAG  TACCGCCCTGCAGCAAGCCCTACATTCATCGCATCAG  TGCATTCAAACTCGCACAAGAAGGTGATCGAGCTG  AGAAGCAAGTCTTGCCAGGGGGCGAGCATGGGG  ATTTTGTCGTCGGGACAGTAGGAAATTCAGATGG  CAGTAGTAGTGGCAGGGGTAGTCATTTATTTCATTA  TATCTGGAAAATGAGAAGAGTCTTCGTAGTTGAG 
C C T A T C A G T G C A A A C C A A A A A C T G T T A G ACCTCCTTTGAATTAGAGTTGGTGAACTCCTCCA TATTTGCGAGTCTTGATCCTTGGGCCAAGGCAGAG T G G A A T G G T A G A A C C C G A A C G C G A G T T C C ACTTCTGTCAAAACGTGTTAATATATTCTCAACT T T T C T G C A C G T C T C A A T C T T G T T G C A G A A A A T TATCGATTTGGGAACTGGACTTCCCTCCACAAG C T G T A G A A G A G C A G A T T T C T T A T T T G A G A A T G CCTTCTCTGGAGATCTTTCACTTCCATCATCTC CACTGCAATCTACAAGCACCTCTTCAAGGCCAGAG CTTATACGGTGCATTCCAGGTGCCATGACTACTTTA C A A T C A G G A A A G G A T T C A A C C A A T T T G T T A TAAATTCCAAGGGGTAATGTTGCAGTCACAAAAAG A T A T T G C G T G G T A A C A G G T G C A G A A T T G
C G A G G A C T T G C T C A G C C C T T G A A G T T C T T C T T C C C T T A A A C G C T G A A T T A C T G G A G C A A G ATAAGCTAATGTCTTGCCAGATCCACTTTGGTCTG C T A T A A T A G A C G T T T T C G C C T C A A C
A A C A G G ACCAAATGCCATGGCCTGAATATGCGATGGGCG CTGGAAAAGCTGCCTCTTCAGACATTCAATCATA TATTCACTGCAACCCACATCCCTAAAGGATTTTCG A C T G A A A A A G T C A T T G T C G G T G G A A A A T T T C CTTCGCTGATTTAGGTCGGGCAACTCAGCCAAG T C A T A C A C T G A C C C T C C T C C A T T G C C C C A TCCTTTTGAGTGAGAAGAAGAACCTCTTGGAGCTG AATCCTTTTGTCTGGCTATGTTGGTGTCAGACCTA TAAGGCTTATGTTGTTTGTTTTGATTGTCAGAG ATTGGCTCAAAACCATTTTCCGTCCTTTTCACAGG A G A A T G G T C C A T G T T G T T T G C T G T C C C CTTCCTCCGCCTCATGTCCCTAAATTCTTTCGAG TGGGAATCCCTTGAGCGTCTTCCACCAAGACCG CGGGCATCTGCTCTGTTCTTTTTCCCATCAAATT CAAGTCTTGAAGGCGAATTGACAAATGGTGGTG CATCTTGCACATTTTCTTCATCATCACTTTCATC TATTTCTTGCTTAATCCGAGAAGGTTTCTCCGCTA T A
G A T T T C A C T C T A T G T A C C T T C A A C C T C C C G A A A C T T T G A G C A A C T C T C C T A G T A G T A G G T G C C G G T T G A C G G C C A C T G C C T G T A A A T G G T G G C A C AT G CT C A AT T C C C AC C C AA A C T C G A T G G G TGGTAGTGCTTCTGGTGGTGGGAGTGGGAGGGG C A T T G T T G T C T T G T C C G A G G A C G A T G A A A T C G TCCATGAGGTCATAAGAAGCTTCTGCTGCAGCTG C A G G GT T A T C GG T G G GT C T C T G A C T G A A A C T G C A A C T A A T C C C C C A T T T T C T C G T C T G A T G A A G ACAGAGACACTTGCAGCTGTGGGTTCCCGCCATC CATGATTCTGGTTCAAGGCGTTTTGGCCGCAGG AGGTGGTGGTGGTGGTGGTAGTGGTTGACTGCCG C C G G A G C A G G A A C T T T G G C C A G C A T T T C T A C TATCTGTGTGTGAAATTGTGATACAAAGTGAAAG TGCAAGTCGTTGGAGTTGGAGTTGGATGAGGTG A C A A G T A A C A A C G G T T A T C T C T T T G G T G C T G G TCTGCTCCTG
A C T T T C A C C G C G G C G G T G A G G T C G G C G A C G CAAATGTCCTGAAGCATGTCGGGATCAGCGGCAG A G C T G C C G A A G A C G G T G G C A A A A G C C A C A A G AAAGAGAGCAAAGACGGCCGCCATTGGTGGTGGA A A A G A A G C A A A G C A A A G A A A G G C T G C T T C G CTCTCCATACTAAGGAAAGGAGAGCGGTTTTATTAG AACGTTAGGATGGAGCAGGAGCTCTTCTTTTCGTGG CTTAAATTTGTTTCCATATCTTTAATGGTGTTGG TTTTTTCTATGAGGATGGCGGTGGTTCTCTGGTGGAGG CCCAGAAAAATTGAACAACATTTTGGGAAGCAAGGG ATCAGAGGACCCCCTTACCGTTTCTTCATTGGAAATTA C A A A G A A C T T G C T G G C A T G A T G A T C A A G G CCTCCTCTCAAACCCTTCCTTCTTCCTCTCACCA TATTCTCCCTAGAGTTCTTCCTTTTTACCATCACTGGAG AAAAATCTATGGTGCAACATTTCTTGTGTGGTTTGG ACCTACAGTTCGACTCACAGTTGCTGATCCTGATC TAATTAGGGAAATATTTACCTCGAAGTCAGAATTT TATGAGAAAAACGAGGCTCACCCACTTATTAAACAG CTGGAAGGTAATGGCCTCCTAAGTCTCAAAGGTG AAAAATGGGCTCGCCATAGAAAAATTATTACCCC TACCTTCCATATGGAGAATGTCAAGTTGTTGATACCGG T G A T G G C A A C A A G T A T A G T A G A C A T G A T G G
A T G C T A C T T C A C C C A C A A T A T G G G G T A C C C A T CATTTTCCAACGCCTGCCACAGCATGATCAGGG T C A A G A T C A A G A T C A A G A T C A A G A T C G A A A T CAAGGGCCATGATCTCGTATTGTCACTATGCAACAC CAGTCATTTGCGTGTGAGTGTGCCGTATGATTGG A A T T G A A T T G A C C G A A A T A C C C T T T C G G CCTTTTTTCGTTTTGTTTTGTTTTCTTTTTCTTTTTGTG CTGGGTTTCCTTATAACCATAGAAGCTAAGCTTAT TAAGGTCAAAGGTAATATCTTAAAAGAAAGATGTTG CACTCCCTTTCATCTAGCTTTTTACTGACCCTCATG A C C A T G G T T T T C T T A C C A A A G G G G
GTCGAAACACGGTTCACTACATTTAATACAATG CATGGTATCACTCAAACTTCCATGTGTTCCAACAA CAAGGTAATATAATTTCTCTGACAGGGAGATGGG ATTCCTATTAACTAAGAGCTTCAGTCGACAAAGTG CTGGAGTAAAGCTTGTAAGCCATGATATGATTCCAA CATTTGGTCTCCAAATTATTCAAGTAGGCTTCTCA TATGAATTCTGGTCTCTAAATTCTGCAATGGCG C T T C T T A T C A T C T C G G C A G C A T G G G G C T G CACAAAAAGGTGAGTGCTATCCAAGACATGTAT
G T G G G G T T T A A C T T C A A G A A A G
A A A A T G ATCAGGGTTCTTGGAGCAACGGAAGTGAGAACAG TTCAGACCACCACCACCACCACCACCATCTCAACC TAGAAATTTCAAGAACACCGGCAACCACCAGCAG CCCGCCTTCTGATTCTCCTCACGAGATGAATGG AAAAAACCTCTTCCCACCGTCCTCCTCCTCCCTCAGG TCTGCAAGCACAACCCAACTCCTCCAAGGATCAT CACGGTCAGATCTTCAGTGCCTTAAAGTTGATCAG A T G A T T C A G G A T G A A G G C T T G T G C A G C A T G TTCAATGGGATTGATCAAGAGCATCAAGGGTTTTGGCGCAAGGCAATCATTCATGAAACCATTTCGTTA CAAGAAAAGTACAACTTGAAACTTCAACTCAAATA TACCAAATACCAAAAACAAAAAAAACAAATAAT CAAATAACAAAGATTTCTACTAATAACTCCAAT TAAAAGAAAATGCATAAATCGAATTTGCTTGCAG TAACTTTTCTTTTACTTTTTACTTTTACTTTAACTT TATCTGGTTCAGAAAATATCCAGAATTTCCAAGATG AAATTGTTGCAGAGGGGACAATTGCCCCGCTGG ACCCACAGCTCTCGGGAGCACATCCTGCAGAACGTG T GC C C GC AG GG AA T A AA C G C C GC C C C T T T ATG C C T C A CC A T G C A C A C G C A G C A G T T A T A C T C C A C A T T C C C T T C T T C C G C C G C C A C C T C C A C C T C CACCTCCTCTTTCTCCTCGTACACCTCCTCGTCCTCG T C C T C G T C C A T G G T G T A C G T C G A C T C C A C C C C CATCTGCCTGTCCGTCTCCTCCAACAAGTCCAT CAACGACATCCTCACCGGCTCCGCCGTCCCCGACG CCGCACCTGTCTCTCCCGACGACACGTCATTTCCCG TCTCTTCTTCCGCAGACAATGCCGCCGCGGAAG CTTCGGCAGCCTCTTGCGCCGCCACGGCTTCCCTGG CCGACAGCGATCTCTCATCGTCCAGCGCCGCCG ACAATCGCCGTCTTGGAGAGTCCGCCGCGACCTCG TCGGCCGCGAACCGCACGGAGCCCTGGCGCGAG AACATCGAGGCGCGGGGGTTGTTTATATCCACCTCG TCGGGCGGAATCGAGGGGTTGGCGCTGAAGCGGG TGGAGCCCCGCCGCGAAATTTGCCTCTCGACCTGCTG AGTCATGTCGAGATCGGACTCGGGAGTGACGTAG CGGACCGAGCTGCGACGCGAGTTGAGAGACCGCGGG T G G T G G T G G T G A T T G G A A C C G T A G T T A G C A G TATTCCGGATGGGGATATCGGAGGTGGGGACACGG ACGGAGGAGGTCCAGGCGGAGCCGGCGCGTTTGAG TAGGAGGCGGTCTTTGAACGACTTCCAGGCTTTC T T A T C C T T C T T G C C A A T C A G G G C C C G G T A G G ACTTGGGCTCCTCGTCGCGGATTATATCGAGCAGGG TCCGACCCGAGATTGTGGCGGGAAGTGCGGGCGG TGGAGGGGGCTGTTTGGCGGCTGCAGGGGCCAGCG A C A C G T C G T G T A G G C T C A A T C C G G C A A A G TCTCTCCCGTTGCTACTTGCTGACATCTGATCGAG A A G C G T T A G C C T C C G G C G A C C T T C C A T T T C A
A A T C A T G A C A C A A G A G T A T C A A T C G T C T A A CATTTCCCAACATCATTTAGATATAGGATATATAT TATTATCAAATCTAAAAACTGGGAAACACACAAAA CACCTAATTCACAATGCCACCTAATTGCATTATCCG A C T A A A A T T A G T A A C C C A G T C T C A A C A A T A G ATCATGCATATGATAATTTCAATTTTATCAGACTGGG C T A A A A A A T C A T T G C A G T C T C T T G G
A C T G T G ATTTCTCGTGGCCACTACATATTAGAACAATAGGTG TAGGTGCTACTTAGCCTTAAATTAGCAGAAGCAG CTGAGCTCGCAGCTAACCAAGTAAACATGGATCAG TAAACCAGCCAAGTCACGCTCATTAAGGTGGGTG CATTAGGCATCTTCCAACAAAACAAGTCATATTG TAACGCGGTTAAGGACAGACAGAGAGCTTGTTTCA T A A T A T T T T C A A T G A A G G A C T T G A A A T G A G TACTTCTTTGGGTGAGTTGAGTAACACAGAAGAGTG TAGTAGTGGCACCGACGACATACGAAGTGTGGAAAG T C T T G G A G A G A C G G G T A T A G C A T G G C T C A CAAACCTTTTCAATAAGATTTTGAAAACCAAAAAG ATGCCAAATGAGTGGTGGAAAAGCACATTGGTG CCAATCTACAAGAATAAGGGAGACATAAAATGTAT TAA CTATAA GGGTA TTA AGTTAA TGAGA CATA CAATGAAGCTTTGGGAGAGAGATTGAGTATAG A A A A T C A A T T C G G G T T C A T G C C A G G T A G T T G ACTAAGGAGACATACAAAATTGCATCAACACGTG CAAAAAAAAGTGTAGCAGAGATGGGAATGCTTTG TTGGATGTGTGGCCACATGAGAAATGACAGGATTG AGAACTAGGATATTCGAAGTAAAGTAGGAGTGGCCA CAATTAAAGATAAGATGAGAGAAAAGAAATTAAGG TGGTTTGGACATGTAAGCACAAGACCTATAGATG CTCTGGTTTGAAAATTTGACTATGAGACAAAGG C T G G G G T A A A A G G G G T A A A G G A A A A C C T A A G AAAACTTGAAAAGAGACTCTAAAAGAGACATGGAG
G T C G A T C T T C A A A T C C A G C A T T T C G
C C A T G G C C G A T T T T C T T C A A G C G A G A A T G G
G C T C A G C T C A A C A T T T C T T C A T T T T C T G G
CTTGGATCTCCACTAAAATGATTCCCAAACTTA TAAAGACGCTGAAAATTTGGACTCTCTCTTTCTCT C TC T A C T C T G C T T T C G C A G T C C C T C T C T C T C T C TCTCTCTCTTTCCTCCGTTGCCGGCGTTTCAGCAAG
TGAAGTCGAACTCAGTGAGTGATGGGTGGCGAG TTACGTTACGAGATCGCACAAAATGCCTACGTAAAG CTAGTGCTACACGCTCTCAAGCACAAGACCTCCG CCGTCAACGGCATCCTCCTCGGTCGCGTCTCCCCCCA C A A C G A C G T C T T G G A G A T C A C C G A T T C C G TCCCTCTCTTCCACTCCCACATCGGCCTCCTCC CCCAGCTCGAGATCTCCCTCATCCTGATAGAGGAG CACTTTGCTGCTAAGGGAGTGAGCATTGTGGGG TATTTCCATGCTAACGAAAGGTTTGACGATCACGAG CTCGGCGGCATTGCCAAGAACGTCGGCGATCACATT TATCGCTACCTTCCTCAAGCCGCAATTCTTTTGCTTG ATAACAGAAAGCTTGAAGCTTTATCGAAGACTAAGG ACCGCAGCCCCGTAGTGCAGCTCTACACGAAGGATG CATCCAGGACTTGGAAGTTAGTTGGATCAGATGG AAACCAGTTGACCATCAAGGAGCCATCAGCAAATG TTGTTTTATTGGATTACATCTCCACTGAAAAATGG CAGGATGTTGTAGATTTCGATGATCACCTCGATG ACATTAGCAAGGACTGGCTGAACCCAGAACTATT CAAGTAAACCGGCCATCCCTTTCGGTATTGCAAATG CCTCCATGCTTAACTCAGTTTCTCGTGCTGGGTATAG AGGACAAGGGGGCATACATTGACGTCAAGCTCAT C A
C T T T C T T T T T T G T A A G G A A T T T T C G A G A T G TAAAAAACTGGATATCAATTATCTTCTCATACTTT TACGTTCGACGCCATAGGGTTTCAGCATCTTCTTTTG TGGACCACTTCAAATGAGGTTTATGGTTTGGTTGTAG A A T T G G A A C A A A A A T G T C A A T T C A G T T T T G G ACCTCAAGTTATCTTTCCTTTGCATCATGTTTTCTTG T T G A C T G G G T T T A C A A T G T T A T G T T G T T A G AATACTGGGTTGAAGAGTTTGTTGTGTACGTATTG TTTTCGTATAATATCCATTACCTCAATGTGTTGTGTTG T G G C A A A C T C G T T A T C T T A A T A G G T G A T A T G ATACTGGCCTGATTTGTTAGCGGGTCGTGTCATTTCG
G A G A A G A T C C C T C C T T G T T T C C A A C T T T T A G
TTTTTGAGCCAATTCAAGTGTCACTGAAGCCTCTT TCTCTTTCTCTTTGAGACCTACACCTACACCTACTTG AGTAGAACCAGCACCAGCACCAGAACCAGAAC CATTCGCATTAGCTGCGTTTCTCAACGCCTTATT C T T T T T G G C C G A C C G A G C C C A C C C A A C A A G CCCCTCTTGTATATGTTCTTCAAATATAGCCTTCTTG AACGAACTTCCCATCTGTGTGACAATTGCGTACAG TGGCAAGGTACTGTAACTGCAGACGAACTGAACG AATACTCCAATTACAAGCCTTGGGATAACATAAC CAAGTTCCCCCATCATGCAGGAATGAAATTTATACTG AACCAATATCCAGAAGAAAAATGCGAGTTCAAACG AATTTTGGAACAAGATGATATGAACAAGTAAGAG A A C G A G T C T G G G A C G G T G G A A C C A A A A A T G ATCATCTGAAGGCTGAACAACCAAGTCACCTTCG ATTGCAATGTGTTTCTCAGCAACCTCATGGGCCAG TTGACTTATTACATGCTCCAATTTAGTCCCAACAG CAAGTAAAAGTATGAATGGAATGAATGCTATCCAG AAATAGGCATGCCAACCCGACACATTCAGCAACAAG AAGATGACCACAAAGATCCAAAGATACCAACT TATCCCAACGACTCTTTTAAAGTCTGCTTCAAGGG CACGAATCATGTACTTGTGGAAATTAAAATTTGG ATTTGTCTTGCAATGGGTGCTGATGAAGCCTAGTCG CATTGTCATATAATCTGTTTTGGTCACAGAGCCA TAAAATTGCTTGAAAAATGCATGCAACCAGCCAAG AATAACTGAATTCTTTCCAATACCACGAAAGCGG CCCCTAATAAAATCATGATCGTGGACGTGGGTG A A
C T T C A T T G T C A A A A C T T C T T G T G G G T T G T A C T C C T T T T T G G T G A T A G A A T C C T C C C A A T G TTTCCATTGACGTATCTTTGCTCCTCCAAAAAG AATGGTTAGAACACAGAAAGTCACATGCACCACAG C C A G C A C A A A A A T G A A G A T G T G A A G A T G A T G C A A T G C C G T G G T G G A T A A C
A G A G G G A C C T T C CCCTCTGAACAGGAGCCGGACGTGGTGGAAGCAG AGTCTTCAGCAAGAAGGCGACGGGCAGCACTG CTCCAGGGAAAGAACACGGTCTGGAAATGGGCAC TAGTACTAGTACTGGTGGTCTCTTTCTTGCAAGG CAGCCATTGACCGGCATGTTTTTCGGTTATACAG ATTTTGGCTATACGTCCTTGGAACACCGTCAGCAG CAGTGATATAAACCCCAAAAGCATCAACTCTTC T T T G A T C T T C T G C A A G G C C T G A A A G A G A G G
T C C C T C C C C C T A A C C A T C T C C C T T A T T T C T T CTCCCCTTCCCTTAATTCTTTCTTTATAAATTGAAC TACCATCCAATTTACTTCTCCCACCTCATTAATTAAT TAATTTCCCCCAAAACCAGAACCAAACCCAAACC CAAACCCAAACTCAATATATATTATCATGCCATCACC C A C C A C A A T C A T A A C C A T A A C A C C C C C G T C C A C C T C C T G C C C T G C T C C A A T T T T C C C A C CAAATCGCCCTCATTTCCCGCCAAGAAATCTGTTTAC TAC AAAA ACCATC CTCCACAA CCTTAGA CCAA C A A T G G C A A A T C T T T C T G G G T T C G G T T T C A G
CAAAGGAGGAGAAGGCTTTGCTGAATTCACTCCAG A A G G G A A C T A A T C T T G T T G C T G C C G G C T A T G TTCTTTATTCATCTGCCACAATATTCTGCACCAG C T T T G G T T C A G G A A C A T T T G C A T T C A C G C T G G ATCATTCAACAGGAGATTTCATTCTCACACACC CAAGC TTA AAA ATTCCTCCTCGA GGGC AAATA TATTCTGTAAATGATGCTCGATATTTTGACTGG CCCAACGGATTAAGGCAATACATAGACACTGTGAG ACAAGGGAAAGGCAGATACCCCAAGAAGTACTCTG C A
C G T T A T A T C T G T T C T C T G G T A G C A G A T T T T CATCGAACTCTACTGTATGGTGGAGTGACAATG AATCCAAGGGACCACCTTCGTCTGGTTTACGAAG C C A A C C C T C T T A G T T T T C T G G T G G A G C A A G C C G G G G G C A A A G G T T C T G A T G G T A A A G G T A G A A T T C T A T C G A T T C
A G C C A G T C A A G C T G C A C CAAAGGCTGCCTCTGTTCCTGGGGAGTTTGGAGG ACATGGAAGAGTTAGAGAGTTACGGAGATGTGCAA CAGAAAGTGAACCCGGGATACGAGGTTTGACAA CATCAATAGGCTGATCTCACAAAATCCAGTGGATA T A T C G TC T G A G T A A A A C C T G G G A A T G G C T T A T TTTCTTGGTCACAAAGGTCTTAACTGTGATTCTG AAGCTGTGTGTGATTCCTCGTTTCCTCGGAAAC TA AATG TC ATGAA GAGTG TCGCTGTTAA AAA C CAGGTGACATGAATATCTTCTGTATGTGATTTAT C A T G T A A A G A A G A C T A G T T T G T A T G A T A T GTGAAGTTCGTAAGTCTCGCCGCTACTTCCCTCTTCG CCGCCTCTTCTTACGCTATCGAAGTCGCTTGTCGTG TCAACGGCGTCCAGCAATCTGTTGTTGACTTGG A C A C C G G T A A C T G T C C A T T C C C A A T C C C A G CTAACTTGCCTGTGGTCTTTGACTTCGTCTCCGCTG ACAACTATATCGTTGACGCATACTACGCTCTTGTCG ACGGACAGAAGCACTGGAATGACATTGGCAATG CTGGCAGAACCATTGAAATTCCTGCTCTTTACTTG TCGACCTATGGTGACGCGCCACTCTACCAAATCG CTTTGAGCCAGACTCCTGCCATCAACTCTACCTCTG C C T T G A G A G C C A G A T T C A A C T C T A A G C T T G TCTCCAAGAGAGATGCCAGATCTGACTTGATTGCTTA CATTGAGTCCTTGACCGGTACTGCAGTTGCCGTCG CTTCCGTTGGTACTCCAGATGCTGCTTCTTCTAGTG CTTCTTCTGGTTCTGGTTCTGGTTCTGGCGCTGCTGG T T C C T C C A C T G C T G G C T C T G G T G C T G C T G G TTCTTCCACTGCTGCTGGTGCCACTTCTGAGTCCG C C G C T G C T G G T A C T A C T G G T C A A T C T A C C T C CACCTCCACTTACGTGTCGACCAAGCTCATCACCAT
TGGGGTCAGGTGACAAAGCCAAGGTTTGTCAATTTTC T A T C C A T C A T A T G T T G T T G G C T T G T A A T T T A G
TTCATGTACGTGGCGCATATATGTTTCTAAATGTG CATGTTGTTGAGTTGATTTATCATTTAAGACAAAG AAACTATTGTCAAAATCTGATGCGCCTGTCGTATAT TAGATTTGGCTATCTGATATGAGTTCTAGACACTTC CATTCCAGTTGTACTTTTAATTCG T T T G C C A T G TATCGTATGGGGGGTGGGGTGGGGGTTAACTTT TATTTCTTTTTTTGTATGCTGCCCTTAATGTGTTTG AATGTAGAAAAGTAATTTGTCAAAGACGGCTCCG AGTTCAAATGGAATGGAATGCCGCTGCACCTTG ACGACCGGACCGGATGAAGTGGTACTTATGCCAT C A G C A G C C G C A G C C C C T T T C T T T C T T T G C C A C CTTTCTCTCGTGTGCATGTAGGAGCCAGCCAGCCGG CCGCAGACCAAAACATGGAATTGAATTGAATTG AATTGGGAGTCTCATATTTCCCTTGCCTTTATTATT TATTGAAATTAATTCAAACCCAACTGAAAAGTAAC GATGTGATATTCCACATGGGGTATTTTATTTGACCG C GAGTCGGCAGTGGAATTATTCCCGAAACAAACTAGTGAAAACTGCGGTAGCCGGAAATCAATGGAG ACTCTGGAACTCATACTTGAATACTTATTCAGAGAAT TATTGGAATTAAAGAGTCTTCCTCTCAGAAAATAAA TAAATAAATAAATGTAGTGATCAAATGAGTAATC TTCTGTGTTTTAAAGTCCCTTAAGCTGGTCAATGAG CCCGGTTAATGTTGTCCATTTCTCAATTGCACTGG CAGAAGACACAAATGCAAGCTTGGAGGACTCTACAT CATTCCGCGTAACTGATGATATCAATGAAGCTAGTG A G G A G T T G A A T G T A T C C A C C T C A G T C T T C T C TTCAGGGCTAGAGCTTAGCTTATTCAAAGCGAGG TTCGCCTTCTGAACCCAATCTGTGTCAGTGCTGACTC C A A G A A C C G A A C T G G C T G C A G G C A A A T C G TTACTTTCGATGGCCTGGCCTGCTTTGCTTAGCCGG T A C A C A A G T T C C T G C A G A T A T C C T G T T T C T T TCTTTGATGAGCTGAGAACTCCTTGCCTTTCAAG CCTCTTCTTCCTGTCCTTCTTAACCTTCTCCAACAG TTCCTCATCATCATCAGCTTCCAGAATTGCTGCAT T A G AA C T G T T G A A A T C T T T G C C G A C C A A T G A G AAGGCAAAGCTGGTGAGAAAGCAGATGGACAGG CTTCTTTTGGTGAGGATTGGAGCAGGTGAGTGTGG CTCTTCATTCAGGGCCTTACAAAAAGTCAATCC TCTCCTTGTACTTGTTTTTTGGACATGAAGTAATG TCGGTGGTGTTGTCAGTGAAGAAGACGTAACAG AAGATGCCGAGGAGGAAAGGGTTGAAGGGAGG A A G G A T T T T G C A G T G G A G A G A A T G G C T G T G G CCATTTTCTTTGATTGTTTTTTTTACCTTATTTTTTCCTGAACCTGTCTTTAGCATTAACCATCAATGTGTAG ATGATGTACATTTGGTAACAAATCCTTGGCCAAA TAAAAAATAAAAAATAAAAGTGAAATCTTTAGTACA T A C A A A T C A T T G A A A G G A A T A T A A A A G A A C G CTTCTTTAGTAAATATATAAAATATACCAGATAACG AAATTCACTCCACACGAAATAACGGAATTCACTCCA CACGAAATCACAAAAACCAATCTCATATCCTCAG CAGCTAACACAAAATGAAGCTCTAAATCTCAAACAC TATTTAGATTTAGGGTTGGCTGTGCAACCTTCATGG CTCTCGGTTACACCAGCGGTAATGCTTCGTTTCTTG AATTATCTATCAGATCTTCGGTGCAGAATTTCGAAG AG T C C A C A GC A A C T C T T C C A T G AA G T C G G C T G CAGGGGGCGTCCGGCGACAGGTACAATGGACGG ATTTCCTGTGCTTTCGGGGACCTCAGCCTTGCCATG ATCTTGTCCGGCATCAGCTGATTCGACTGCAGG AACCTCTTCCTTGTAAGCAGTACCCGATGACTCCC CAGTTTGCTCTTCGAAACCAGTAACTTTGTTTCCTCG ATCCCCTTTGACACAATATCTGCAACAGCAGCAGG AACCGCTTCCTTCTCATTGGAACAAGGCACTTCTG CTTCTTCAGTTTCTTTCGACACCAGATCGGTTTCG ACTAGAGAAACCCCATTACTCTCTTCCACATATG ACAATGTTTTTTCTTCTGTCTGTTTCGACACCTCCT CCGTGATAGCTGGCGAAGATTCACCGGTCTCATC CAAAGACACCGCAACTTTCTCCTCCACCTCCTC C A C C T C C T C C A C C T T G G T T T C C A C T A C A A C A C CACCTTGATCCAAATGATTGTACACAGATTCAACCG T C T C A A C A A C C G A G A C A A C A A C T T C T T C G G TCTCCTCCACTTCCCCTGACTCATTCGCCACTCGAG CACCTTCCGCCTCTTCATCCGAACTATTACTTG AACTCGAACTTGAATAATCAGCATCATCGCGGG TTTCCTTTGCCGGCTTGGAACAGTCATCGATGGCTA TATCCCTCACAGATTCAACCACAGGTTTTGAGTCG C C A A C A T C C T C C G G T T G A A C A T T T T C T G C G CCCTCCAACTTCCCATTCAAAGAATCCGCCATTTCG TTAAGATCTGCAGAAACTTTCTGCTCCTCCTCC TCCTCCTCCTCTGCAACTCTCTCTCTCTCCCCTCT C A A G C A A C A C A G A C A G C C A C C A G C T C T C T C T TTCTCTCTCTGTGGAAGTTTTGACAGGGACAATG ACGGCGGTCTCCGCTGACGTCACGAAGCTAACGAAG CGTGAGAATATTAGTGACATGGATGCTTCTTTGCCCG CCAATGGGGCTTTTAACTGCGAGAGCTTCCTCAGCG CTCTCGATTTCCCAATGGAAGACATTGATGACAGCG TCGAAGATAACGATTGGGATACCAAGTTCCAAGACA TAGAGCCACCGCCTAACATTGATCAGTTGCTTGG TTCAGGGATTTTCAGCTATGATGACAAAAAGAAACA TACGAACCTCTCCACTCCGTATGGACATATGTATCAG C G A C C G C A A T T C C C A A G T G T T A C T T G T G A A A C CATCCGCAGCAGAGTTAGCCTTCGCAAAGATG ACCTTGAAAGCATTGGCTCTTGTGCTGCGCAATTTG AGCCCAAATTTGAAAAGCGCACCCGAAGCAAG CTTTCACGAAGCAGGCGTGCAAACCCAATTATTTT C A G T A C A C A G T T C A T C C T C A G T A C C T C A T CGCAGCATCGATAATTATTCCACTCTCACTTCCACCG CTCGCAAAATCCCTACAACCCTAAACCCTAGGG T T T T T C A G A G C A G C C A G C C T C C G C C C C T C T G TTCTTTGTTCTTCCCATAGTTCTTATCGAAACCC TATCTTAATCTTCCCAATGGGCAAATCAAGCAAG AAATCCGCCACCAAAGTTGAGGCTCCCGCTGTGG TTGTTCCAGCTCCTAAGTCTGGAAAGAAAGGTAAG AGAGATGCCGAGAACGAAATAGAGAAGGTTGTG AGCGCAAAGAAGCAGAAGATTGACGAGGGTGTAG CGCAGGCCATTCAGAAGAAGAAAGTTGAAGCAAAG ACCCAGAAGAAGAAAGTGGAAACTAGTAGTTCCG AGGAGTCTGATGTGTCTTCTGACTCTGACGTGAAGG C T C C T A A A T C T A A G G T A G C T G C T A A G A A T G G CCCAACTGCTGCTATAAAGAAGAAAGATGTCTCAA CTGAAAGCTCAGATGAGAGTAGCGATGATTCGG AAGATGATGCTAAAACCCCTGCAAAGGTTACTG C C C A A A A G C C A G C T G C A G C T G C T A A G A A A G G CCCATCAGTGCCTGTTAAGAAGGCAGACACTAG CAGCTCTGAGTCTGAAGAGAGCTCTGAATCTGAAG A A G A G G A A G T T G T G A A A A A A G T A T C T G C T G T A A T C C C T A A A G G A A A G G A C G T T T C A A G CTCCTCTGATGATAGTTCAGAGGAGGATTCTGATG A T A G T T C A G A G G A A G T G A A G G G T A C C A CAAAAACTGTTGCCCCTGCTGCTAAGAGTGTTCAG CCATCCAAAAAGGATGAGGATTCAAGTGACTCTG A T G A T G A T A T G G A G G A T G T T G A C T C T G A T A G TTCAGAGGAGGAACCTCCAAAGACAGAGAAAG TAAAGCCTTCTCAAGTTTCAAAGCAAGATAGCAG TGAGTCAGAGGAGGAATCCAGTTCTGACGAAGAAG A G G A A G A T G A A C C T G C A A A G A C T C C C A A G AAAAAGGACACTGATGTGAAGATGGTAGATGCCG A G T C T G A G A A G A A A G C T C C C A A T A C C C C A G CTACTCCTGACGTATCGACTTCTAAGACGCTGTTTG CTGGAAACCTGAACTTCCGTATTGAGGAACACG ATTTGAGGAATTTCTTCAAAGATGCTGGTGAAGTTG TTGATATCCGTTTTGCCTCAGATCCAGAAGGGAAG TTCAAGGGCTTTGGACATGTTGAGTTCGCCACAG CTGAAGCAGCAAGGAAGGCTCTTGAACTTAATGG T T T A G A T T T G C T T G G T C G T G A T A T C A G A C T T G ATCTGGCTCGTGAAAGGGGTGAAAGGGGTGCTTA TACTCCCACCGGAAGAGAGAGCAACTCATATCAG AAGGGACCACGCGGTGCGTCCAAAACAATATTTG TTCGAGGTTTTGACAGATCCCTCGGGGAGGATGAG ATCAGGAGCTCCTTAAAAGAAGCTTTTAGTTCTTG TGGTGAGATAACAAGGGTGTCCATCCCCAAAG ATTATGAGACTGGCGCCTCTAAAGGGATGGCTTA CATGGACTTCTCGGATGACGCCAGCTTCAACAAAG CTTTAGAATTTAATGGACATGAATTTGGAGACGG TTACTTGCAGGTGGAAGAGGCAAAACCAAAAGGTG A T T T C G G T A C T C C C A G G A G T A A T G A C G G G G G TTATTCCAATAATCGTGGTAGAGGACGTTTTAGCAG CAGCAGCAGGGGGGGTAGGGATGGTGGTGGACG TGGTTTCAGGGATGGTGTACGAGGCAGAGGACG T G G A A A C A A A C C A A A C C T A G C T G C T C C T G G AACAGGGAAGAAAACCACCTTCGACGACGAGTAG A C T A G A C T A G A C T A G A C T A G A C T T G T G A G TAATCGGTCGGCGGCCAAGGGAAATTGTGGAAG ACTTATGTTTGGCTCTTTTTAATTTTATCATATTT TATTATTTTAATTTTGAGAGGCATGTCTGGTTTTG AGCTTTACTTGGACATGAACTCGAACGCAAGAGTG A
G T G A A C C T A C T A T G G A G T T T T T G G A T T T A T G TCTTTAATTAATTTTGAGCGTTAATATGGTATTT TATTACTCAAATTATTTCGGATCTCCGGC
LEFT PRIMER GTGGTAGAGGACGTTTTAGC RIGHT PRIMER GTAGGTTCACTCACTCTTGC PRODUCT SIZE: 330 60. G1_Unigene_BMK.11165 p6 (AACCCT)3 181231 1248 AAAAAAAAAACCGGGGGAGAATTTTCAATATAG  ATAACCTACAATGATCCTTAAAAAGATGAATATG  AGGGGCGGGGGGACTAGGAGTGCAGCTTGACAA  CACGACATAACCTTTCAAAGAAGATAGGGCACATG  TTTGTGCTTAAAACTATGTCATCCTTCATCCATTCT  GGTGCTTCCCTCTCAAGCGTCCCCAAGGATGCGGTG  CGATACAGAAGTTCTACTTCGTTACCAGCAGCCCTG  TTCATCCATGTAAGATTGAAGGCATAACCACTTG  ATTGATGCACAGCTGAGATGCATATTTCTTCAGCTTG  ACTAACAGTAGAGAACTTTAAATCCACCATATACT  CAACAAGCACTTGAAACACGCAGTTAACCTGG  CCAATTGGTTTTGCACAACCTGGTCTTTCAATAG  TTCTACACCATTGTGGCTCTTGAACAGTTACAAGAG  CCCCACTAGAAGGCATAACTAAATCCTCTGCCTCAG  A TAACTGTTTCTCTCGCTCCAAGAGATAATCATGAAG  CTCAGGTTCAGTTTGCTTTGGAACGTGGAATTCCAG  CAATTCTTGGCATCATTTCTACACAGAGACTTCC  TTTCCCTTCTAACTCGTTTGATATGGCTCACTG  CTCAAGATGCCTCATCCCATGGACGGAATTTGGTGG  AATTTACCTCCTTGAAGTTCATCGTATACTCCG  TCCTGGAGGTTTTTGGGTCCTGTCTGGTCCACCTG  TCAACTACGAAAACCGCTGGCGTGGGTGGAACAC  CACCGTAGAAGAGCAGAAATCAGATTATGAAAAG  TTGCAAGACCTGCTAACTTCATTGTGCTTCAAATTG  TACAACAAAAAGGATGATATTGCTGTTTGGCAG  AAACTGTCAGACAGCAGTTGTTACAATAAACTTTCTG  AGCCAGACACCTATCCTGCAAAGTGTGATGATAG  CCTTGAACCAGATTCAGGATGGTACACTCCATTACG   CTCTTGTGTCGTAGTTCCAGACCCAAAGCTAAAAAAG  TCAGCTTTGAAATCCATCCCTCAATGGCCAGAGCGG  TTGCATGTTGCACCAGAGCGTATTTCAGATGTG  CATGGCGGAAGTGCTAGTGCTTTCAATCATGATG  A A T T A  CAAAAAGTTGCTCCCAGCAATTGGAACAGATAAG  ATCAGAAATGTTATGGACATGAATACGGTATATGG  AGGTTTTGCCGCGGCCACGATTGATTATCCCTTG  TGGGTCATGAATGTGGTCTCTTCCTATGCTGTAAATA  CACTACCTGTGGTCTATGATCGAGGCCTTATCGG  AACTTACCATGATTGGTGTGAGGCGTTTTCTACT  TATCCTCGTACTTACGATCTTCTACATCTTGATGG  CCTCTTTACTGCAGAAAGCCACAGATGCGAAATG  AAAAATGTGCTCTTAGAGATGGACCGAATCCTGCG  CCCTAATGGCTACGCAATAGTTCGAGAATCCAG  CTACTTTGTGGACGCTGTTGCGACTATTGCCAAAGGG  ATGAGATGGGGATGCCGCAAAGAAGACACTGAG  TATGGCGTTGAGAAGGAGAAAATACTGATATGCCAG  AAAAAACTCTGGTATTCATCGAACCGGACTTCCAG  ATGATGGCCATCCATAGAAACCCAGAACCAAGTCG  ATTTCTTGGAGGGACGGAAATAGGAATAGAAG  CAAAAGAAGCAAGTTCAATAGCATTCACAGAGAAT  TAGTTCATTGTTTAAGACACGAATACTCAAATTTG  TCGTTGAAGACTCGGTTACCCAATAAGGTGGTTTAAT  CAACTGATAGGGCGTTGCGTATAGATATATTCTTTA  TAATGTGTCAACATGTACTCGGTGTAATTTCCTTTTCG  T TTCTTTTCGTGTCAAGCTGTAATCGGATGATTTGAATA  CATGCAAGGAAGTGTATGTACCAAAAGAAGAAG  AAAGAAAAAGAGAAGGAGCAAAGGTTTCTTTG  TTTTCTTAAATGAAAATCTTCTGCTTCTGCTTCTG  CTTCTGCTTCGCCTGTGACGCCTTTCTATTTGATTGTG  AAGAAGATGGGCTATTAGAAACAATCTGCTTCGACGG  AGAGATGTGAACAAGTTCATGCCTTAATTCAATCTG  A A GA G  TTAAATCGGTTAACTCATGGAAGCTCTTTAAAGGG  TCAAGAGCTGCATCCGTAACTTTTGTATCCTTCAAATT  CAACTTTTCTAAGTGTCGGAGACCTTGAAGTGCTG  ACAGCGTGAGAACTGGACATGAATCAGGTTCAACC  TGGTGAATGACACCTGAGAAAGGAAAAAACACA  TAATTATGTCACAAACTCCTGCAGCTGAAATTTG  TTCACTTCACTGTATGCAGTGATTAGAAAATCACTG  CATAATGATGGACAAAACCAGAGCTCTAGCATTTG  TATTTATCCATACCTTTAATGTTCGTATTGCTCAAG  TCAATAACTTTCACAAATGGCATCATGCTAATATATG  AAATGGCAACATCATCAACCGACGTATGAGATACTG  ACAAGAACTCAAGATTGGGTACATGTCCAGTG  ACAACTCCAACTCCAGCAGAGCTGACTCTGGTGCGG  CTAAGATTTAGATATTTCAAATTTACTCCAATACGTG  CAATTAGTTCAAGCCAATCATCCCCTATTGTACTAG  AGCTAAGATCCAAGTGTTCCAGAGCATTTAGATGAG  ACAAAAAGTAGAATTTCTGAAGCGTGGAGTTGG  ATAAATCCAAAAAGGTCAAAAAAGATTTTTCAATA  TAATGGAATGCTTCAAACTCGTCCCCAAACGTAG  C T GAGACGCGCACCAAACACACCCAAACAAACGCAG  AGACGCTGAGGGCTTGAAGGAATGGCTATGGCG  AACAAATACGAACAAGAGGAGGAGGAGGTGCAGAG  CTTTGGAAAGCGGCTGAAATGGAGCAGATACGAGG  AGCCTCTGGAGGAGGAGGAGGAGGAGGAGGAAG  AAAGTAGGAGTAGGAGACCATCAATAGTGTATGGTG  AGGATGAGGGGAGAACAAGAGTGATGATGGTG  AATAGTACTGCTGCTACTCCTACAGGGAGAAG  ATCTGGTGCAGGTGGGTCTACGGCAGGGCCATGTTG  TCAGGTAGATAATTGCACTGCTGACTTGAGTGATT  TAAAGCAATACTACCGCCGCCACAAGGTCTGTGATG  TTCATGCCAAGGCTCCGTCGATAGTCGTCGGTGG  ATCCCGGCAGCGTTTTTGCCAGCAATGTAGCAGG  TTTCATAGCCTATCAGAGTTTGATGACAGTAAAAGG  AGTTGTCGCAGGCGATTAGCTGGACACAATGAGCGG  CGTCGGAAAACGTCATCGGAATACCATGGACATGG  AGGCACGTCTAATTAAGTAATTAGATATAGATA  TAATCTTTTCACGTACATGCCTGTTTCCACTAGCAT  ATGATATGCTCTCTCTCTTCTGTCAACCCTCAG  C GGCGAAGCGTCTTGGAGTCTCTGGAAGGTGCTTTTCG  TACGAACCAAGAAGCCAAATCGATTCGAGAGAGGAGG  CCGTTGCGCTCGAAGATCGACCAATCCAGCGCAG  CTCGAAGCTCAAGAATGGTGATTGGAAATCGAAGG   CCGCGATCGAACGGAATGCTGCCGCTGCTGGCACTT  CACGCCGTCAGCGAGTATTACAGGCTCGACCGG  AAACCGCGCGTCACCGCCGGACTCATCGCCGCCAACG  CTCTCGTCTACTTGCGCCCAGCTTTTCTCGACAA  TATTCTTCCATCTATTCAAGAAGTCGGGTTCAA  TCCTCACCTCATCCTCAAGTATGGGGACTTGAAGCGG  TTCTTCTTGTCGCCGTTCTACCACGCCGGAGAG  CCTCACTTGGTTTACAACATGCTCTCCCTGTTATGG  AAGGGGATTCAGTTAGAATCTTCAATGGACAGTGCTG  AATTTGCATCCATGGTTGCTGTCCTGCTGGGTATG  TCCCAAGGAATGTCTCTGCTAATTTCCAAGTCCCTACT  CATGTTCTTCGACTATGACCAGTCTTACTACCATG  AATACTCTATTGGGTTTTCTGGGGTTCTCTTTGCCATG  AAGGTTGTGCTCAATTCACAGACTGAGAACAGTTATG  TGTATGGAATTCCAATACCGTCTCATTATGCTGCG  TGGGCAGAATTAGCTCTTGCCCAAATGCTGGTACCTGG  TGTCTCTTTTATTGGCCATTTGGGTGGAATACTTG  CCGGTCTTGTCTATATCCGGCTGAGGGGTTCATA  TAATGGTCCTGACCCACTTACTGCTATGTTCAGAGGTG  TTTATGGTGTGCTGAAATGGCCTCTGCGGTTTTTACAG  CGCTTGTTTCCGCGGAGGCAAGTATCCGGTAGAGG  ACGTGTTGGTGGGGGTCAGAGAGGAATGTCTG  TAACTGGTTTCTGGAGGTGCCATGCTTGTACGTATGAG  AATTCTGCTTGGCTAGATGTATGTGAAATGTGTTCG  ACAAATAGGAGAGGGGATGGCAATGGCAATGGCAG  TGGCATTTCACCTCGATCACCACATTATTCCGGTG  ACCTTACTTTGGAAGAGTTACGACGGCGGAGGTTGG  AAAGATTTGGTAGATGGTAGGGTCCTAACTCATTAGG  CTTGTTACAGATGCCAGGTGGTGTTGGCAATGCAGG  A GATAAATTGACCATGCCGCACCGTTTCAATTGGGCG  CAGAGAAGTAATCGGACCATACATCTCCAGATCT  CAAAATCCCGTCATCGACCCACCCGCCATGGCCTC  CTGGCCCGCCTCCTCCGATCGCTCTAATCAGGAGGGTG  CTGCTGCAATCCGAAAGAGACAACCAGGACATCAAAT  CAAGTTCTTGATTCCTCTTATATATGCCCCTGTTCT  TCCCCTCATTCGACTCTCATTGCGGAGGAATCCGGTTG  TGCGGGACCGCTTGTTTACTGCTGTGCTGGTTGGAGCG  TTTGCTCATGGCTTTTATTTGGTGTATCCTTTTTTG  TACTTAGTTTTTTATGGTGATTGAGAGATTATATATTG  AATAGATAGATTGGTGCTATGAGAAATGACATGTTTTG  ATTGATATGAGTTGCGGAATTGATGTGAATTGGTGG  AAGAATTAGTAACTTAGGTTTGAAATCGGAACCCG  TGGTAGATTTTCGCATTGATGCCAATATTTTGGATTTTT  TAGTCCGAAATCTTGACAGCAAATGCGAAAGATGTG  TGTTCGAATAAGATGGGGCTTGGTTTTGCTAACATTAG  AGCATGTTCTGGTGGTATATGTAGGTGAAAAGGAG  CAGGGTAGGGGAAATGGTTTTAGAGAATGTTCG  ATTTGCAAGCTAGAATTTGTATTGTTGATACGGTG  ATGGTTTGAGCCGAGCCCTCTTAGTGGGATAAGG CTTGGTGGTTGTTGTTGTTGTTTTTATTTTTATTTTTATG  CGGTGATGGTTTGGAGATATGAACTGTTGAAATAG  A T T TGTTTTACATTGGGATGGGATAGTGACGTAACAGAGG  CTCTGTCCTCATCATGAACATAAAAAACCACGTAAG  TCTTAAACCCTAATTTTAGAAATCACAAACAGTACT  CAGTATTGAAGAGTGAAAAGTCAAGATCTAGCTG  TCTCTGTGTTGTAAACCACATTGTGCCCTCCTG  TCATTTCTCCCCTCTTCATTTACTGTTGAGGATACCGG  CATGTCCCGTAAGTTGGATCACTGAAAGTAACCAAG  CCAGTGCCCTTGAAGTCACAATTCCAGTAGTTCCTG  CCATGCATCTGATAGTAAGCATTCATAGCATACGATG  CATGAGCAAGCAGCTTATCAGGCTCGAAACAAT  CACCGTGCTCGTAAATCTCCCTGCAGTCCACAC  CACCTGCTCCGCAGCAAAAATCCAACACAGCTTGAAG  CACCTTATCATCGGCGTGTGGCTTAGCCACGCAC  CAAACTGACGGTCCCCTCAACACTCCCGCTACTTTCT  CACCAAATCCAGAGCCTCCTCCGGATCCACTTCCG  TCAGTGTTGCTGCAGAATTGGCAGCTCAAATCCA  CATTGTACACCTTCGATCCGTCCCCGTTGAAAATCC  CAAAATTTCTCTCCGTCACGCCCCCTTCTTTTTTGTT  CTCGTTGAACAAAGCAAACACAAATATTTCAACCTTG  TCATTAGGCTTCATAGGCGTCCCTTTGTTAGACTGGG  CACGCTCAATCAACCTCGTGTTATAAGTCTTGGCAT  TATCTGGCGTAGCCGCCATATCTCCGGAGTCACCT  TTGGACGGCCACCCGGATTCCGACACCATGATCTC  CACCTTCCGGTGGCCAAGTCCCAGTGCATCAATGG  CAGATCGAACAGCATCGATTTGTGCATCCAGCATG  TTGGTGTATACATAGCCCTTGGGGTCACGCACGCTGG  TTGAGGTTGAGTTCCCCAGTAATGCGTACTGTAGATTG  ACCATGTCGGGGTTGTCCCGGTAGGCGAAATAAGGG  TAGGCATTGACCATGAAAGGGGCGTTAGTGTCAG  CCAAGAAGGCGGCTATAGAGGTCATAGTTGGCGCGAG  ATTTGTAGTGAAAGTGGAAGCTGAAGGAGGAAACG  AGGATGCCAAAACAGCCATGCTGTGCGGGGTGGTG  ACCTTGATCTTGCGGTCCAGCCCTCGGGCTATAAG  CACCGAGTGCAAGTTCTGCATTGCTTGGACCAGAG  CTGCTGGGTCCGATGGGTTTGGGTCCTTCTCATCG  TTTCTTGCGGCAGTAGTAGTTGTTAAGTACTCG  TTTCCTACGGCAATGGCAGTGATGGAAGTGGCGGG  AATGAATGGCAGGACGCGAGTGGCAAACCACTCGTC  C TTGGTGTCGTAGATTTTGACCTTGTCTATGAGAGTGG  CTTGGAGGAGCTGAGCAACTCTCTTTGGCGGTGG  CAGGTTGTTTCCAAGAGTGCCGTAGTTTATGCCTAC  AGCTGAAACAACGGCGTTCGGGAATGGGCTGAAAA  TCAAAGGGTGGAGGAGGAGGAGGAGGAGGATGAG  TGAGATAGGATGGAGGGGATATCAGGGGGAAGG  AACTTGTCCCAAACAGCGTCGGAATCGGCGGCAG  ACATGAAACTCTTAGACACCGCCGAAAACCTGCACG  CGTCTCGTGGCGTCGTTAAGGAGACGACGTTAG  CTATGCATCCTTCGGGCAACTCCTGCAGATCCATGTG  AACGTG ATGATG ATCGCCA TCGAG CTCAGGAAGCATATCTTCTTTGTGTTCCCTGACTA  CGGTAGGGGCGACCGAGTTGACATGCTTGGTCTCG  AGGATCTTGTGGTCCTCGATAGGCTGGACCCGGTG  TTGGTGGTGGTGAACGTGTCGCTCTCGGTCGATAG  CCTCAGCGGTCTCGGTGTGTTCTTTGGGTCGGATAG  TCTCCTGGGTGACCTCGGGTGCGACCTCGGAGCAG  ACCTCGGTGGAGTCGGGCTTGTGCGAGCCCTTAAGG  AAATCCTTGACGCCTTGGGTGATACCTGACATG  CTTATTGATGGTTTTGGATTGGGTAAAGAGAGAG  AAGAG   LEFT PRIMER TCGAACGACCATCTAAGACA  RIGHT PRIMER GACACAAGCACCAGTTCTAC  PRODUCT SIZE: 194 
GACCCTTTCTCAAATAAAATGTTCTTAATTTCAATT CAAATGCAAAGGATCATGTTATCAATATCCAGTGTG A G A C T T G G T T A A A T T T C A A C C G T T C A C T T G G
C T G G G A A T T C T T C C T A C G C T T A C T T G TCCTTTTTTTCTTTGAGAGATTTCCTGCTGCTCCTG A T A C T T G A C C A C T A G C A G G T G T A C A C A G T C C A T T C T C T G T G T T G C T A C C T T T C G A T G T G C T A A A A T T T C C C T C C T G T T G C A G C T T T T G G A G CCTCTCTACTTCATCAGAAAGTTTTTCATTTTTCCTG TTCTCTTCCAACAAATGATTCTGGTACTCGGTG CATTGTTCAGCTTTGGTGGACCTGCATTCAATTTG A T G G T T T C A A G A G C C C G T T A T G T A G G T T A T A G TAAAAATTGACTAATCGGAATTCCAATGGATCCG A C A G A A C T T A G A A T T T C A T G C C T A A T A G A A G CAACTTCACTTCTCAGATCACCAACTTCCGAGCG CAACCTCTCATTTTCCTTTCGCAAATGCTGAATA T A C T C C T C C G C A A C A G A T A C A T A A T G C T T G A A C T T T C C T T C T T G A T C T T T A C C A A T A T C T T C CAACTCCGACCATTTCTTTGTCTTGATTTTCGAGTACT
TATCGTAGAGTTTGGAGTAGAGAGCTTCTGTGGTCG ACATTTGTCAGAAGCCCTGACCAATTCTTCCTTTCG A T G A C C A G T A C G A T C G C T G A G C C C T C A G G C CTC CC CCAGGCGAAAAC CCT AACC CTAAC CC TAATCGCCCTGCTACTTGTAAACTGAGGAGGACG ACGACTCTGTGAGAGTCGGAGACTGAGGGGAG ACAAGGCGGGAAAGTTGGAGATGTCAAAAAGG ACACGGAGGGGAAGAACGCCAGCTACTCGGCTGATG T
T T T T A A A A T T A C A T A A A C A T C C G C T G A T G TTCTTAAATTGTCTCGCAAGTTGATGAACG
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C C A G A A G C A A C A A G C T T A G C C A A A G G A G CTCTAATTGTACAATTAAAGCTGGTGAATGGCACCTG AAGTAGAGAATTAATTGTACAATTACTCATGTTTAG ACATTGGAGGGATGACAAATTTGGCAACTTCGTCA C A C T G G T C C A A G C C A G A T T G A G G A A A C T C A A C T T G G G A A A C G C T T G A A G A A G A G C A G C A C C T T T G T C A G A T A T T T T A C T C C C C C
A C A T C G A A A A T C T T T C C A A G T T T C T G A T G A T G CCTTATGAGCCCAAGTCCAGTGCCATCAATTCCAGG CAAAAAGAGAAGCAGAGGAGAATCGTCCAAGCGGG ACCCGCCGCCCAAAGGAGAGAACCAGCGAGGAGG TCCACCGTCGGAGCTGATGAAATCCTTGGCTTGCTCG AAGTAATCCTTCAAGCTCAGGCCTTGCTCATCCG C A T C G A A C C T G T G C T C C T C C T G A C G A G C C T G CCTCTTAGTCTCTGCAGCTGACGTCGTCGTCGTCG T C G T A T G A G C T T C C T T C T C A G A C G A C C T G C C G
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